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 Influenza A virus encodes M2, a proton channel that has been shown to be 
important during virus entry and assembly. The primary aim of this thesis was to 
investigate the role of the membrane proximal region, residues 46-69, of the M2 
cytoplasmic tail during virus replication. A cholesterol recognition/interaction amino 
consensus (CRAC) motif, previously identified in the membrane proximal region of 
M2 in some influenza A virus strains, was suggested to play a role in virus 
replication by mediating incorporation of M2 into budding virus particles. Alteration 
or completion of the M2 CRAC motif in two different recombinant virus strains 
caused no changes in virus replication in tissue culture; however, viruses lacking an 
M2 CRAC motif had decreased morbidity and mortality in the mouse model of 
infection. In order to further investigate the role of the membrane proximal residues 
of M2 in basic virus replication, scanning and directed alanine mutants were 
generated and analyzed in trans-complementation assays and recombinant viruses. 
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The membrane proximal residues 46-69 tolerated numerous mutations with little, if 
any, affect on virus replication suggesting that the identity of individual amino acids 
in this region are less important than the overall protein structure for the M2 protein 
function. The requirement during virus replication of the ectodomain and the 
cytoplasmic tail of M2, which includes the membrane proximal region, was further 
characterized using the influenza C virus CM2 protein and a chimeric influenza A 
virus M2 protein (MCM) containing the CM2 transmembrane domain. While M2, 
CM2, and MCM could all alter cytosolic pH to varying degrees when expressed 
from cDNA, only M2 and MCM could at least partially complement an M2-null 
virus in a trans-complementation system. This data suggests that while the CM2 ion 
channel activity is similar to that of M2, sequences in the ectodomain and/or 
cytoplasmic tail play important roles in infectious virus production. This thesis 
suggests that the structure of the membrane proximal region of the M2 cytoplasmic 





 I would like to thank all of the people at Washington University who helped 
me start this dissertation and all of the people at Johns Hopkins University who put 
up with me after I moved there with my advisor to finish it. I am deeply indebted to 
my advisor, Andrew Pekosz, for guidance and support over the past few years and to 
my thesis committee members for helpful discussions and suggestions. I would like 
to thank my former lab colleague Michael Grantham for putting up with my 
sometimes terrible sense of humor and being a sounding board to refine all my crazy 
ideas as we spent many a late hour working at benches next to one another. I would 
also like to thank all of the other past and present members of the Pekosz laboratory 
for their valuable critique and educational conversations. I would like to thank my 
family for their support and understanding as holidays and vacations were 
sometimes cut short by needy laboratory experiments. I would like to thank my 
friends in both St. Louis and Baltimore for providing me some entertainment outside 
of lab. And to my wife, Kelli, I would like to thank for helping keep me sane through 
her reminder of what is most important in life even after experiments that took 
multiple days would fail multiple times. Most of all, I thank her for her deep 





TABLE OF CONTENTS 
TITLE PATE ...................................................................................................................... i 
ABSTRACT OF THE DISSERTATION ....................................................................... ii 
ACKNOWLEDGEMENTS ............................................................................................ iv 
TABLE OF CONTENTS ................................................................................................. v 
LIST OF FIGURES ........................................................................................................ vii 
CHAPTER 1 ...................................................................................................................... 1 
Introduction ..................................................................................................................... 1 
Influenza Virus Pathogenesis ...................................................................................... 2 
Assembly of Infectious Virus and Virus-Like Particles ............................................. 3 
Concluding Remarks ................................................................................................. 23 
Goals of the Thesis .................................................................................................... 24 
Figure Legends .......................................................................................................... 26 
References ................................................................................................................. 33 
CHAPTER 2 .................................................................................................................... 58 
The cholesterol recognition/interaction amino acid consensus motif of the 
influenza A virus M2 protein is not required for virus replication but contributes 
to virulence ................................................................................................................... 58 
Abstract ..................................................................................................................... 59 
Introduction ............................................................................................................... 60 
Results ....................................................................................................................... 61 
Discussion ................................................................................................................. 66 
Materials & Methods ................................................................................................ 68 
Acknowledgements ................................................................................................... 74 
Figure Legends .......................................................................................................... 76 
References ................................................................................................................. 87 
CHAPTER 3 .................................................................................................................... 94 
Mutations in the membrane proximal region of the influenza A virus M2 protein 
cytoplasmic tail have modest effects on virus replication ............................................ 94 
Abstract ..................................................................................................................... 95 
Introduction ............................................................................................................... 96 
Materials and Methods .............................................................................................. 97 
Results ..................................................................................................................... 102 
Discussion ............................................................................................................... 108 
Acknowledgements ................................................................................................. 112 
Figure Legends ........................................................................................................ 113 
References ............................................................................................................... 124 
CHAPTER 4 .................................................................................................................. 130 
The influenza C virus CM2 protein can alter intracellular pH and its 
transmembrane domain can substitute for that of the influenza A virus M2 protein 
and support infectious virus production...................................................................... 130 
Abstract ................................................................................................................... 131 
Acknowledgements ................................................................................................. 137 
Figure Legends ........................................................................................................ 139 
References ............................................................................................................... 146 
vi 
 
CHAPTER 5 .................................................................................................................. 150 
Conclusions and Future Directions ............................................................................. 150 
Conclusions ............................................................................................................. 151 
Current Budding Model .......................................................................................... 153 
Future Directions .................................................................................................... 156 
Implications ............................................................................................................. 159 
Figure Legends ........................................................................................................ 161 
References ............................................................................................................... 165 





LIST OF FIGURES 
CHAPTER 1 
Figure 1. Composition of various enveloped particles produced by the expression of 
viral proteins. ..................................................................................................... 28 
Figure 2. Influenza virus-like particles (VLPs). ............................................................... 29 
Figure 3. Pseudotyped influenza VLPs. ............................................................................ 30 
Figure 4. Pseudotyped influenza virus particles. .............................................................. 31 
Figure 5. Infectious influenza virus particles. ................................................................... 32 
CHAPTER 2 
Figure 1. Sequence alignment of M2 residues 46-56. ...................................................... 80 
Figure 2. Expression and function of M2 proteins with modified CRAC motifs. ............ 81 
Figure 3. The effects of altering the CRAC motif on replication in tissue culture. .......... 82 
Figure 4. The effects of completing the CRAC motif on formation of filamentous 
virus particles. .................................................................................................... 83 
Figure 5. The effects of altering the CRAC motif on incorporation of structural 
proteins. .............................................................................................................. 84 
Figure 6. Mortality and morbidity of mice infected with recombinant influenza 
A/WSN/33 viruses encoding M2 proteins with altered CRAC motifs. ............. 85 
Figure 7. The effects of altering the CRAC motif on replication in mouse tracheal 
epithelial cell (mTEC) cultures. ......................................................................... 86 
CHAPTER 3 
Figure 1. Sequence and structural location of M2 cytoplasmic tail amino acids. .......... 117 
Figure 2. Expression and oligomerization of mutant M2 proteins. ................................ 118 
Figure 3. Complementation of M2-deficient viruses by expression of mutant M2 
proteins. ............................................................................................................ 119 
Figure 4. Plaque size and replication kinetics of recombinant viruses expressing 
mutated M2 proteins. ....................................................................................... 120 
Figure 5. Complementation of a recombinant virus expressing M2Ala67-79................ 121 
Figure 6. Expression and function of M2UdAlaHelix protein. ...................................... 122 
Figure 7. Characterization of a recombinant virus expressing M2AlaHelix. ................. 123 
CHAPTER 4 
Figure 1. Schematic and ion channel activity of M2, CM2, and MCM. ........................ 142 
Figure 2. Expression, oligomerization, and complementation ability of M2, CM2, 
and MCM. ........................................................................................................ 143 
Figure 3. Analysis of structural proteins incorporated into M2-null viruses. ................. 144 
Figure 4. Morphology of M2-null virus grown on cell lines expressing M2, CM2, or 
MCM. ............................................................................................................... 145 
CHAPTER 5 
Figure 1. Schematic of functional domains of M2. ........................................................ 163 




















Influenza Virus Pathogenesis 
 Influenza A virus is a member of the Orthomyxovirdae family whose genome 
consists of 8 negative-sense RNA segments which encode 10 or 11 proteins. Influenza A 
virus remains a major public health burden even with widespread annual vaccination and 
the availability of antivirals. Each year more than 230,000 hospitalizations and 50,000 
deaths in the United States alone are associated with influenza related illness (148, 149). 
Two types of vaccines are currently on the market, a trivalent inactivated vaccine (TIV) 
and a trivalent live attenuated influenza vaccine (LAIV) [reviewed in (29)]. However, 
annual vaccination is indicated for both vaccines because neither generates long term 
immunity to the ever evolving influenza viruses. Influenza viruses undergo two forms of 
genetic variation. The immune response of infected individuals, primarily against the 
viral glycoproteins hemagglutinin (HA) and neuraminidase (NA), provides selective 
pressure that allows naturally occurring variants with replication advantages, which arise 
through random mutagenesis, to escape preexisting population immunity, termed genetic 
drift. A more drastic change in circulating strains can occur when two strains co-infect a 
single cell and give arise to recombinants that have a mix of the viral RNA from the two 
viruses, termed genetic shift. Genetic drift is one reason why we require annual 
vaccination while genetic shift can give rise to potential pandemic strains for which few 
in the population have immunity against, such as happened in 1918 and 2009 (100). 
Antivirals also exist that help decrease the severity and duration of disease but they must 
be administered very early during infection in order to be efficacious and resistance 
easily arises against these drugs [reviewed in (48)]. The two classes of antiviral 
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medications are the neuraminidase inhibitors, Oseltamivir and Zanamivir, and M2 
inhibitors, Rimantadine and Amantadine. 
 Due to the threat of future pandemics, the unpredictability of which influenza 
strains will circulate in a given year, and the existence of resistance to all current 
influenza antivirals, continued research on the basic viriology of influenza A virus is 
warranted. 
 
Assembly of Infectious Virus and Virus-Like Particles 
 There are at least four different types of enveloped viral products that can be 
assembled and released from the plasma membrane of host cells, virus-like particles 
(VLPs), pseudotyped VLPs, pseudotyped virus particles, and infectious virus particles. 
Enveloped VLPs are characterized by a cell membrane derived envelope that 
incorporates at least one viral glycoprotein or internal structural protein (Fig 1A). If any 
viral genetic material is present, it is either incomplete or artificial; therefore, VLPs are 
non-replicating. Pseudotyped VLPs are generated by the co-expression of glycoproteins 
from one or more viruses along with the internal core proteins from a different host virus 
(Fig 1B). Like VLPs, the genetic material in pseudotyped VLPs is either incomplete or 
artificial, if present at all, and the particles are non-replicating. Pseudotyped virus 
particles are generated by the co-expression of glycoproteins from one or more viruses in 
cells infected by another virus that either has a complete complement of genes or does 
not encode its own glycoproteins (Fig 1C). The potential infectivity of pseudotyped virus 
particles depends on whether the host virus used to infect the cells is fully replication 
competent. Often host viruses are utilized that contain genetic deletions in order to 
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produce particles that cannot replicate. If pseudotyped virus particles are non-replicating, 
they might also be termed pseudotyped VLPs. However, for the purpose of this thesis, 
when the foreign glycoprotein is expressed in trans and not from the viral genome of the 
parent VLP, the particles can never replicate and we term them pseudotyped VLPs. 
Whereas pseudotyped particles formed when the host viral genome is engineered to 
express a foreign glycoprotein will be termed pseudotyped virus particles even if they are 
unable to replicate. Infectious virus particles, unlike VLPs and pseudotyped VLPs, 
contain a complete viral genome and complement of structural proteins, all from the same 
virus (Fig 1D). The differences between these four distinct viral particles will be 
illustrated using vesicular stomatitis virus (VSV), human immunodeficiency virus (HIV), 
and finally influenza A virus. 
 
Virus-Like Particles 
The expression of viral glycoproteins or internal proteins is often sufficient to 
induce the release of enveloped particles from the surface of cells. Despite lacking a 
complete viral genome and, sometimes, the internal structural proteins, VLPs often retain 
similar morphology to infectious virus particles. However, the lack of expression of one 
or more internal proteins can alter packaging organization and result in particles with 
larger diameters or more pleiotropic morphology than those of infectious virus particles 
(123). Due to their lack of a complete viral genome, VLPs are non-replicating. They can 
be generated by transient expression of one or more of the structural proteins. Several 
techniques used for expression include transfection of mammalian expression vectors, 
infection with a recombinant vaccinia virus encoding a T7 bacteriophage polymerase 
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(vvT7) and transfection with a T7 polymerase-driven expression vector, transfection with 
an alphavirus replicon which encodes one or more structural proteins from another virus, 
or infection with an unrelated virus, such an alphavirus or a baculovirus, which has been 
engineered to express one or more structural proteins from another virus. VLPs are used 
to study the role of various viral proteins in virus attachment, fusion, and assembly. They 
have also been safely used as vaccines in animals and humans. 
Vesicular Stomatitis Virus (VSV) VLPs 
 One VSV VLP system is characterized by the expression of the vesicular 
stomatitis virus G glycoprotein (VSV-G) from a Semliki Forest virus (SFV) replicon 
(123). In this system, VSV-G is sufficient to induce VLP formation and the SFV replicon 
gets incorporated into the VLPs randomly. However, the envelopes of VLPs are derived 
from the host, and host proteins may be involved in the release of VLPs. Therefore, the 
choice of host can greatly affect the production and composition of these particles. VSV-
G VLPs are cell system dependent because the system produces VLPs well in BHK, 
CHO, and C6/36 cells, less well in NRK and COS cells, and not at all in HeLa cells 
(123). This system, although able to replicate, is considered a VLP here because only the 
viral glycoprotein is expressed. However, it could, more accurately, be considered a 
simple manmade virus. A modification of this system, to generate replication 
incompetent VSV VLPs, expresses the VSV-G from a plasmid that is co-transfected 
along with the SFV replicon which expresses another gene of interest (24). The latter 
system avoids the overproduction of the cytotoxic VSV-G protein in cells infected with 
the VSV VLPs and could enable use of this technology as a transduction vector. 
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 The matrix protein from VSV (VSV-M) has also been shown to be sufficient 
when expressed alone to induce VLP formation in Sf9 insect cells using a baculovirus 
expression system (82) and in CV1 cells using a vvT7 infection/transfection system (64). 
HIV VLPs 
 The core structure of HIV is encoded by the gag gene which is translated as a 
precursor polyprotein, Pr55gag (MA-CA-NC-p6), which is processed during or after virus 
particle budding by the protease (PR) protein encoded by the viral pol gene to form, from 
N-terminus to C-terminus, the major core proteins matrix (MA), capsid (CA), 
nucleocapsid (NC), and p6. Expression of uncleaved Pr55gag alone using a baculovirus 
expression system is sufficient to form VLPs in Sf9 cells (38). Pr55gag is myristylated at 
the N-terminal glycine residue in MA and induces budding from a type of membrane 
microdomain enriched in cholesterol, glycosphingolipids, and sphingomyelin [(108), 
reviewed in (152)], often called lipid rafts [reviewed in (136)]. Pr55gag has two modes of 
membrane binding [reviewed in (20)]. If the myristylation site is mutated (38) or 
myristylation is chemically inhibited (97), Pr55gag fails to bind membranes and induce 
VLP release, but instead forms circular structures in the cytoplasm and/or nucleus. 
However, a basic patch on MA of Pr55gag is also important for membrane binding and 
directs interactions with acidic phospholipids, particularly phosphatidylinositol 3,4-
bisphosphate [PI(3,4)P2] (19, 107, 141, 164). Unlike membrane binding, p6 is not 
required for virus-like particle formation and release (52, 127). However, expression of a 
MA-CA construct without NC and p6 results in long tubular structures attached to cells 
(38, 52) or a vastly decreased number of spherical particles attached to cells (127). CA-
NC and CA-NC-p6 can form protein cylinders (13) and MA-CA-NC and MA-CA-NC-p6 
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(Pr55gag) can form spheres (12) in vitro in the presence of nucleic acid and in the absence 
of myristylation and phospholipids. This suggests that nucleic acid is important for HIV 
VLP formation and that it can occur with only expression of Pr55gag. Addtionally, Env 
expression does not increase release of particles (38). 
 Strategies utilizing HIV VLPs in attempts to generate an HIV vaccine are too 
numerous to exhaustively describe here [reviewed in (161)]. However, one interesting 
example that has undergone human clinical trials in various forms includes the expression 
of Gag, Env, and PR from a canarypox vaccine (28, 91). Infection of mammalian cells 
with canarypox virsues is abortive and results in only one round of infection. During this 
one round of infection, expression of the HIV proteins leads to the release of VLPs which 
are able to generate CTL responses in some individuals [reviewed in (91)]. 
Influenza Virus VLPs 
 Like VSV, formation of influenza virus VLPs are affected by the host and 
expression system utilized. For instance, Cos-1, CV-1, and HeLa cells expressing 
influenza matrix protein (M1) via a vvT7 infection/transfection system (17, 40) and Sf9 
cells expressing M1 using a baculovirus expression system produce VLPs (68, 77, 117, 
140) (Fig 2A) while BHK cells expressing M1 via a semliki forest virus (an alphavirus) 
replicon do not result in VLP production (163). In the latter example, 3 hours post 
transfection was the latest time point investigated, and it is possible that VLPs might have 
been detected at later time points. Others have shown that in 293T cells, expression of 
either M1 or the proton channel matrix 2 protein (M2) alone by mammalian expression 
vectors results in the production of VLPs (Fig 2A and B), but co-expression of the 
glycoprotein neuraminidase (NA) or both the glycoproteins hemagglutinin (HA) and NA 
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together increases the number of VLPs produced (17, 76). Additionally, the level of M1, 
but not HA or NA, expression, has also been shown to be correlated with the level of 
VLP production when measured by the incorporation of a reporter gene (102). 
Correlation of M1 and reporter gene levels may relate to the role of M1 during genome 
packaging. 
It has been reported that expression of HA alone is insufficient to produce VLPs 
(77). However, these experiments do not take into account that, during both viral entry 
and egress, HA binds sialic acid and will result in retention or clumping of budded VLPs 
and virus particles unless sialidase activity is present either in a co-expressed NA or in 
exogenously added NA (17, 41, 83, 110). In fact, several reports have now shown that 
expression of HA alone can produce VLPs when an NA is added exogenously (17, 76) 
(Fig 2C). Additionally, both insect and plant cells, which usually do not produce proteins 
containing terminal sialic acid resides (90, 134), can also be used to produce HA 
containing VLPs in the absence of NA (23, 32, 33, 45, 72, 117, 119).  
Recently, several groups have investigated the ability of NA to induce VLPs in 
the absence of the other viral proteins. Expression of some strains of NA alone are able to 
induce VLP formation while others are not (76, 77, 160) (Fig 2D). 
All of these studies taken together show that in various systems, the expression of 
M1, M2, HA, or NA alone is sufficient to produce influenza A virus VLPs (Fig 2). 
Differences in the expression systems and cellular hosts may account for why each 
system shows that a different protein is necessary and sufficient for VLP formation. 
Assembly and release of VLPs is highly dependent on cellular processes like expression 
levels and locations, glycosylation, vesicular sorting, and trafficking. Each cell system 
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may have slight differences in these or other cellular processes which are required for, 
contribute to, or restrict the production of VLPs. 
 Influenza virus VLPs have been used to successfully induce protective 
immunological responses in animals [reviewed in (67)] when expressing M1 and M2 (Fig 
2E) (139, 140), HA and M1 (Fig 2F) (32, 33, 68, 72, 117, 119, 138), M1, HA, and NA 
(Fig 2G) (3, 4, 88, 115, 116, 144), M1, HA, NA, and M2 (Fig 2H) (93, 158), and all viral 
proteins minus NS2/NEP (154), but not M1 alone (140). Influenza virus VLPs expressing 
HA, NA, and M1 are currently moving through human clinical trials (70). Influenza virus 
VLPs and inactivated vaccines can both be multivalent (29, 114, 119). VLPs have also 
been considered as a supplement to inactivated vaccines in an attempt to broaden the 
cross protection (139) and have been utilized as a carrier to present foreign glycoproteins 
which will be discussed below as pseudotyped VLPs. 
 
Pseudotyped Virus-Like Particles 
Pseudotyped VLPs are produced like VLPs except that one or more glycoproteins 
are co-expressed from a different virus. There are two advantages to generating 
pseudotyped VLPs. One is if the glycoprotein of interest does not induce VLP formation, 
then core proteins from a virus known to induce VLPs can be used to generate 
pseudotyped VLPs that incorporate the glycoprotein of interest. A second purpose is that 
VLPs from a characterized system can used to quickly generate new ones that express a 
glycoprotein from another virus without the development of new characterization or 
purification protocols. The simultaneous expression of glycoproteins from one or more 
viruses along with the internal proteins from another virus has been achieved via several 
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mechanisms. The glycoproteins from one virus can be co-expressed with the internal 
proteins from another virus using mammalian expression vectors. Pseudotyped virus 
particles can also be generated by the expression of the glycoproteins using expression 
vectors followed by infection with a virus that does not encode its own glycoproteins. 
Like VLPs, pseudotyped virus particles have been used to study the role of various viral 
proteins during virus attachment, fusion, and assembly and are being utilized to generate 
vaccines that elicit immune responses to the glycoproteins. 
Pseudotyped VSV VLPs 
 Whereas, the expression of influenza matrix (M1) protein has been used as a 
means of generating VLPs that can also incorporate glycoproteins from foreign viruses, 
VSV matrix (VSV-M) VLPs have not been utilized in the same way, perhaps because 
less research has been conducted on them. Nonetheless, non-replicating VSV particles 
have been engineered from a recombinant VSV which has its own glycoprotein deleted 
(VSVΔG) (143). In situations where the glycoprotein is provided in trans from another 
expression system, VSV pseudotyped VLPs have been formed using glycoproteins from 
several viruses including influenza C virus (47), measles virus (145), SARS coronavirus 
(31), Hantaan and Seoul viruses (105), HBV (128), Andes virus (120), Nipah virus (98), 
Ebola virus (143), and human T-cell leukemia virus 1 (106). 
 Due to the relative safety and easy creation of pseudotyped VSV VLPs, they have 
been used in virus entry studies of Andes virus (120), Nipah virus (98), Ebola virus (143), 
and human T-cell leukemia virus 1 (106), and measles virus (145) as well as effective 
vaccines in animal models for Hantaan and Seoul viruses (78). 
Pseudotyped HIV VLPs 
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 HIV VLPs are easily generated from expression of Gag alone, see above, and 
these VLPs can also be pseudotyped with foreign glycoproteins. Generation of 
pseudotyped HIV VLPs has been successfully used to generate protective immunity 
against influenza virus (51). Additionally, HIV VLPs pseudotyped with influenza HA 
(159) and VSV-G (74) have been used in attempts to generate immunity against HIV Gag 
in the absence of the immunodominant HIV Env. HIV VLPs co-expressing both HIV Env 
and other additional glycoproteins have also been utilized in an attempt to boost the 
immune response to Env (45).  
Pseudotyped Influenza VLPs 
 Influenza VLPs can be pseudotyped when VSV-G is co-expressed with either 
PB2, PB1, PA, NP, M1, M2, and NS2 (102) or NA, M1, and M2 (77). However, both of 
these systems are fairly complex and have not been studied further. Simple pseudotyped 
VLP systems are preferred that only require matrix from one virus and glycoproteins 
from another. Indeed, influenza VLPs can be generated from the individual expression 
of M1 protein, see above. Although some debate in the field on whether M1 was 
sufficient has hindered until recently the generation and use of pseudotyped influenza 
VLPs. Co-expression of viral glycoproteins from other viruses, along with M1, can result 
in their incorporation into the VLPs. When the transmembrane domain and cytoplasmic 
tails of the spike glycoprotein from SARS coronavirus is replaced with that from 
influenza HA, it can be successfully incorporated into influenza M1 VLPs and 
administration in the absence of adjuvant protects mice better than purified spike protein 
(Fig 3A) (84). Recently, respiratory syncytial virus (RSV) F and G glycoproteins were 
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both successfully pseudotyped onto influenza VLPs and were both able to induce some 
protective immunity in mice (Fig 3B) (118).  
 
Pseudotyped Virus Particles 
Pseudotyped (or chimeric) virus particles are produced when a glycoprotein from 
one virus (glycoprotein donor) is expressed in cells that are infected with another virus 
(core donor). The two donor viruses can be from completely different viral families or 
simply different strains of the same virus. The core donor can express its own 
glycoproteins or can be engineered not to express its own surface proteins. The 
expression of donor glycoprotein(s) can be accomplished using several techniques 
including transfection with cDNA expression vectors, co-infection with either the donor 
virus or an unrelated virus expressing donor glycoprotein, or a recombinant core donor 
virus can be engineered to express the donor glycoprotein in addition to or in place of its 
own glycoprotein(s). 
Pseudotyped VSV Virus Particles 
 A strain of VSV encoding a temperature sensitive (ts) mutation in the 
glycoprotein G has been used to study the ability of glycoproteins from various other 
viruses to incorporate into budding particles (30). Rabies virus glycoprotein G was shown 
to incorporate into this ts VSV and mediate subsequent infection which could be blocked 
by antibodies against rabies G but not VSV-G (155). Co-expression of a fusion of HIV 
Env with the cytoplasmic tail of VSV-G, but not of full length HIV Env, can also be 
incorporated into this ts VSV when it buds, suggesting that amino acids in the 
cytoplasmic tail of VSV-G may interact with matrix and drive incorporation (109, 156). 
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Indeed, native Moloney murine leukemia virus (MuLV) glycoprotein is unable to be 
incorporated into this ts VSV at non-permissive temperatures (157). The ability to form 
rabies G pseudotyped VSV VLPs may relate to the fact that rabies virus and VSV are 
both rhabdoviruses and their glycoproteins might share enough sequence homology that 
the cytoplasmic tail of rabies G can interact with VSV-M sufficiently to incorporate it 
into budding virus particles. 
 VSV pseudotypes that incorporate VSV-G as well as a foreign viral glycoprotein 
have been generated by the co-infection of VSV and many other viruses including 
influenza A virus (126), MuLV (157), visna virus (39), lymphocytic choriomeningitis 
virus (9), HIV (124), and human T-cell leukemia viruses (21). However, distinguishing 
between the two types of virus particles, VSV genome/core or foreign virus genome/core, 
can be quite difficult and limits the usefulness of pseudotyped virus particles generated 
from co-infections. 
 The genome of VSV can be engineered to encode extra genetic material and this 
has been utilized as a mechanism to express foreign proteins (132). HIV Gag and Env 
expressed this way generate their own HIV VLPs but do not get incorporated into the 
VSV particles, and therefore do not form VSV pseudotyped virus particles (46). The lack 
of incorporation of Env into VSV virus particles could be due to an inherent 
incompatibility between the Env and VSV matrix since Env incorporation into VSV can 
be induced by deleting three residues from its cytoplasmic tail or replacing the tail with 
the VSV-G cytoplasmic tail (62, 63). Similarly, VSV which encodes core, E1, and E2 
from hepatitis C virus (HCV) seems to release HCV VLPs but no HCV-pseudotyped 
VSV virus particles (2, 26). Like HIV Env, HCV glycoproteins E1 and E2 can be 
14 
 
incorporated into VSV virus particles by alteration of the cytoplasmic tail, which 
removes the ER retention motifs in E1 and E2 (75, 94). Additionally, other full length 
viral glycoproteins are able to be incorporated into the wildtype VSV virus particles 
including cellular CD4 (131), H and F of measles virus (131), F and G from RSV (66), 
GP from Ebola, Marbug, and Lassa viruses (35), and HA and NA from influenza A virus 
(73). 
 More recently, reverse genetics have been used to generate recombinant VSV that 
does not encode VSV-G (143). This VSVΔG virus can be generated in cells expressing 
VSV-G and when used to infect cells expressing a foreign glycoprotein in trans, non-
replicating pseudotyped VSV VLPs are generated (see above). However, this VSVΔG 
can also be engineered to express a foreign glycoprotein in cis by cloning the 
glycoprotein into the VSV genome, which generates pseudotyped VSV virus particles. 
As long as cells which express the receptor to the foreign glycoproteins are infected, then 
the pseudotyped virus particles are able to replicate and produce new pseudotyped virus 
particles. This system has been developed for several diverse viruses including influenza 
A virus (121), HCV (10), Ebola, Marburg, and Lassa viruses (35), and RSV (65). 
 Pseudotyped virus particles, have been used as effective vaccines in animal 
models when core proteins and genetic material from VSV are encased in lipid 
membranes containing glycoproteins from other viruses, including Ebola, Marburg, and 
Lassa viruses [(35), reviewed in (27)], as well as Nipah virus (14), HCV (89), and RSV 
(65). 
Pseudotyped Influenza Virus Particles 
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 Before the creation of an influenza A virus reverse genetic system, reassortment 
of two strains of influenza was used as a mechanism of studying individual genes as well 
as a way to generate the yearly vaccine candidates. A reassortant virus that expresses HA 
and/or NA from one strain and the core proteins from another strain is essentially a 
pseudotyped virus particle. Since influenza A viruses contain 8 genomic segments, a co-
infection with two strains could result in 28 or 256 different possible strains. Reverse 
genetics has greatly improved the ability of obtaining a virus that encodes glycoproteins 
one strain and all other segments from another strain, often referred to as a master donor 
strain (Fig 4). 
 Pseudotyping influenza virus particles is the primary method used every year to 
generate both the live attenuated and inactivated annual seasonal influenza vaccines 
[reviewed in (29)]. The inactivated seasonal vaccine is currently generated using a 
reverse genetics system in which the HA and NA genes from the strains predicted to 
circulate in the upcoming influenza season are combined with the 6 other segments from 
a high growth donor strain adapted to grow to high titers in eggs, A/Puerto Rico/8/34 
(PR8). Likewise, the live attenuated seasonal vaccine is generated using similar 
methodology with the exception that the donor strain which provides all segments other 
than HA and NA is a cold-adapted, live attenuated strain, A/Ann Arbor/6/60. 
 
Infectious Virus Particles 
Infectious virus particles can enter a cell and generate infectious, and sometime 
non-infectious, progeny. They are normally generated by the infection of cells with live 
virus, but they can also be initially generated several other ways. With many positive 
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stranded RNA viruses, transfection of RNA or expression of the RNA from a plasmid can 
result in production of infectious virus particles. Reverse genetic systems also exist for 
many negative sense RNA viruses where infectious virus can be produced from the 
expression of the polymerase genes, either by mammalian expression vectors or non-
replicating helper viruses, along with negative sense viral RNA, either by RNA 
transfection or plasmid expression of the viral RNA using polymerase I promoter and 
terminators in order to generate ribosomal RNA that lacks both 5’ cap and a 4’ poly(A) 
tail (25, 101, 103). 
Infectious VSV Virus Particles 
 Another virus that assembles with a two step process is VSV. However, this 
process is different from influenza virus in that both steps, RNA incorporation and 
particle formation/release, are directed by one protein, VSV-M. The assembly and 
budding of VSV has been studied extensively [some reviewed in (60)]. After 
transcription and replication of the single segment of VSV vRNA, the vRNA is bound 
and protected by the VSV-N protein to form a ribonucleoprotein complex (RNP) (44, 
147). The VSV-M protein has inherent membrane binding capabilities and exists as two 
pools in cells, one in the cytoplasm and one at the plasma membrane (79). Membrane 
binding by VSV-M can induce membrane curvature and is the only viral protein required 
for particle release, see above, but it is insufficient to induce complete budding in the 
absence of cellular proteins (137). The binding of VSV-M to the RNPs induces 
condensation and formation of the skeleton structure that is found in viral particles (69, 
87, 104). This VSV-M interaction with RNPs may be seeded by the presence of the 
glycoprotein G (142). Indeed, cryo-electron microscopy models of N-M complexes 
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suggest that VSV-N forms the tip of the bullet-shaped viral particle and is only 
surrounded and strengthened by VSV-M (37). However, this condensation, incorporation, 
and release of particles has been shown in the absence of the glycoprotein G (143). As 
was previously noted, expression of M alone can lead to production of VLPs, further 
suggesting that VSV-G is not required for production of virus. However, in the absence 
of VSV-G, the budding “bald” particles are unable to bind, enter, and infect subsequent 
cells since VSV-G is responsible for viral attachment and fusion (143). 
VSV buds from microdomains at the plasma membrane which are enriched in the 
glycoprotein G (6, 85, 86). Influenza microdomains are similar to lipid rafts in that they 
are in enriched in cholesterol, gangliosides glycosphingolipids, and GPI-anchored 
proteins and can be extracted due to their low solubility in cold non-ionic detergents such 
as TX-100 [reviewed in (136)], whereas VSV microdomains are thought to be 
independent of both lipid rafts and CD4-containing microdomains (5, 7). In fact, VSV-G 
is often used as a negative control for lipid rafts (162). 
VSV-M contains two late motifs [reviewed in (11)], a PPxY late motif, which is 
important for virus particle release, interacts with WW domain containing proteins like 
Nedd4 (22, 49, 50, 61) and a PSAP late motif that does not appear to be important for 
virus particle release (58). 
As discussed previously, expression of VSV-G alone, like VSV-M, is sufficient to 
induce VLP formation; however, non-infectious virus particles can form in the absence of 
G albeit less efficiently (143). Although there are not specific interactions between the 
VSV-G cytoplasmic tail and VSV-M (130), VSV-G is nonetheless believed to enhance 
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the ability of VSV-M to bind and condense RNPs, thereby slightly enhancing particle 
release in the presence of VSV-G (60, 130, 142). 
Infectious HIV Virus Particles 
 HIV assembly and budding occurs in two steps like VSV. However, for HIV, the 
first step involves RNA packaging, as well as virus assembly and release, and the second 
step involves maturation of the particles. HIV budding is largely driven by Pr55gag, see 
above, and the localization of Pr55gag in particular membrane microdomains drives virus 
particle assembly and budding from these locations. Therefore, like influenza, VSV, and 
many other viruses, HIV buds from a type of membrane microdomains often called lipid 
rafts which are enriched in cholesterol, glycosphingolipids, and sphingomyelin [reviewed 
in (136, 152)]. Also, similar to influenza, tetraspanins get incorporated into HIV virus 
particles and but their role in virus budding is unclear [reviewed in (146)]. 
 In a simplified model of HIV budding, MA directs membrane binding, CA assists 
Gag-Gag interactions, NC binds viral RNA, and p6 recruits cellular factors involved in 
particle release [reviewed in (34)]. It should be stated that most of these functions of the 
Gag proteins are occurring while Pr55gag is uncleaved and, therefore, multiple Gag 
domains interact in a highly complex way in order to direct and control the various 
budding processes including membrane and RNA binding, oligomerization, and particle 
release. 
 During virus particle release, protease (PR) is activated and cleaves Pr55gag inside 
immature particles into several proteins, including matrix (MA), capsid (CA), 
nucleocapsid (NC), and p6 [reviewed in (34)]. This cleavage causes structural 
rearrangement inside the virion, often called maturation, resulting in the formation of 
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infectious, mature particles. After this structural rearrangement there are three distinct 
layers inside the viral membrane; MA remains bound to the inside leaflet of the viral 
membrane forming an electron dense ring, CA assembles into a conical capsid that sits 
inside the MA layer, and NC coats the vRNA and resides in the center of the virions. 
Although MA-CA-NC, without p6, can induce VLP formation (see above), p6, in 
particular a PTAP late domain within the protein, is required for efficient virus particle 
release in the context of virus infection (42, 53). Particles can be released in the absence 
of this late domain within p6 if the protease activity of PR is disrupted; however, particles 
that bud in this fashion never undergo proteolytic maturation of Pr55gag and are non-
infectious (53). The late domain in p6 has been shown to mimic the cellular Hrs protein 
in order to bind TSG101, a cellular component of ESCRT-I complex which normally aids 
in the cellular vesicle protein sorting pathway, and co-opt it into helping release HIV 
virus particles [(36, 92, 113), reviewed in (11)]. 
 The release of HIV virus particles can be restricted by a cellular protein, tetherin, 
which can bind both the plasma membrane and the viral membrane and prevent particles 
that have undergone scission from being released into the supernatant (99, 151). The 
activity of tetherin can be modulated by the HIV protein Vpu which downregulates the 
surface expression level of tetherin (99, 151). 
 Like influenza virus and VSV, HIV virus particles can bud in the absence of 
glycoprotein Env expression. However, whereas specific interactions between the matrix 
and glycoproteins of the former two viruses have been shown to various extents, 
interactions between HIV Env and Gag have never been conclusively proven [reviewed 
in (152)]. An interesting model put forth recently based on Ebola pseudotyping of HIV in 
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the presence of Env co-expression is that microdomains containing Gag interact with 
distinct microdomains containing different glycoproteins thus producing particles with 
either HIV Env or Ebola glycoprotein but not both (81). This study suggests that 
incorporation of glycoproteins into HIV virus particles may rely more on aggregation of 
membrane microdomains rather than direct interactions between Gag and they 
glycoproteins. 
Infectious Influenza Virus Particles 
 The assembly of influenza virus particles occurs at microdomains in the plasma 
membrane which are enriched in the viral glycoproteins, HA and NA. These 
microdomains contain an enrichment of cholesterol and resemble lipid rafts [(80, 129, 
162), reviewed in (136)]. M1 interacts with the HA and NA in these sites, potentially 
through their cytoplasmic tails (1, 162). M2 is then recruited to the budding site and is 
important for viral RNA incorporation (16, 43, 95, 96). The mechanism of M2 
recruitment and incorporation is currently under debate. Several potential methods of M2 
incorporation have been suggested including ectodomain binding (112), cholesterol 
binding (133), and interactions with M1 (16, 95). However, there remain a few issues 
with these proposed incorporation mechanisms. The work by Park et al. describing that 
the ectodomain of M2 is sufficient to drive incorporation was based upon chimeras 
between M2 and the Sendai F protein (112). Because Sendai F has a structure very 
different from M2 and many of these chimeras were not expressed at the cell surface, 
complete interpretation of the findings is difficult. No research following up this claim 
has been published and there are no known interactions between the ectodomains of M2 
and the other viral glycoproteins, HA and NA. Schroeder et al. first published that 
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cholesterol can bind M2 in vitro and suggested that binding cholesterol that rims the 
microdomains where assembly occur could induce M2 incorporation (133). The 
remaining hypothesis, interactions between M1 and M2 drive the incorporation of M2, 
has been studied but is not yet definitive. Two M1 binding sites within the M2 
cytoplasmic tail have been mapped, one in the membrane proximal region (residues 45-
69) and another in the membrane distal region (residues 70-97) (95, 96). Deletion or 
mutation of amino acids in the membrane distal region lead to decreased vRNA 
incorporation but do not affect M2 incorporation (16, 43, 95, 96). The mechanism of M2 
incorporation and the role the membrane proximal region of the cytoplasmic tail in this 
process are the focus of this thesis. 
 The M2 protein and a peptide corresponding to an amphipathic helix in the 
membrane proximal cytoplasmic tail of the protein, have also been shown to induce 
membrane curvature and scission in unilamellar vesicles and were suggested to be 
necessary for membrane scission and virus particle release (125). However, both VLPs 
(16, 17, 40, 68, 76, 77, 117, 140, 150, 160), as discussed above, and virus particles (18, 
43, 57) can be released in the absence of M2. 
Despite release of virus particles occurring in the absence of M2, various 
deletions and mutations in M2, and in particular the cytoplasmic tail, attenuate virus 
replication significantly (43, 59, 95, 96) and can be complemented with full length M2 
expressed in trans (16, 43, 95, 96). Thus influenza A virus assembly and budding can be 
described as two types or steps, similarly to VSV and HIV. Indeed, if M2 is not 
expressed, virus particles are assembled and released, but they have a defect in vRNA 
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incorporation (Fig 5A) (43). Infectious virus particles are only produced when functional 
M2 is expressed and incorporated into the budding particles (Fig 5B) (16, 43, 95, 96). 
During virus budding, viral proteins through late domains have often been shown 
to redirect cellular proteins to the assembly site to achieve scission [reviewed in (15)]. 
The sequence YRKL in M1 was proposed as a late domain, but much of that work has 
subsequently been retracted (54-56). Additional support that M1 might not contain a viral 
late domain comes from the findings that budding of influenza virus particles, as well as 
influenza VLPs, have been shown to be VPS4 independent, unlike other viruses which 
utilize late domains (8, 17). 
Numerous cellular proteins are known to be required for replication, assembly, 
and release of influenza A virus. A genome-wide RNAi screen identified that, among 
other cellular proteins, a cellular tetraspanin protein, CD81, was necessary for influenza 
virus replication (71). Both CD81 and tetraspanin CD9 have also been identified in 
purified influenza virus particles (135). However, further research will be required to 
identify how CD81 and possibly other tetraspanins are necessary for virus replication. 
Another cellular factor that affects the budding of various viruses is tetherin. However, 
the ability of tetherin to restrict influenza budding has not yet been fully elucidated. The 
budding of VLPs containing only NA is tetherin restricted in one strain of influenza virus 
but not another (160). However, a recent report suggested that infectious influenza virus 
particles expressing tetherin-restricted NA are not themselves restricted by tetherin (153). 
It may very well turn out that some influenza VLPs but not influenza virus can be 
restricted by tetherin, but in the latter paper, the assays used to compare virus and VLP 
restriction were completely different, stable expression of tetherin in MDCK cells or 
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transient over-expression in 293T cells, respectively. Additionally, electron micrographs 
of infected 293T cells clearly show elongated viral particles when tetherin is transiently 
expressed, a defect not seen when other viruses are restricted by tetherin. Nonetheless, 
this suggests that transient tetherin expression in 293Ts can restrict influenza virus and 
influenza VLPs. However, more work needs to be done to clearly elucidate which, if any, 
strains of influenza virus are restricted by tetherin during infection or VLP formation. 
Additional experiments should also determine the average length of influenza virus 




 Although this discussion has focused on enveloped particles, it is noteworthy that 
VLPs can also be produced by the expression of proteins from non-enveloped viruses. 
Two licensed, VLP-based human papillomavirus vaccines are on the market, Cervarix 
from GlaxoSmithKline and Gardasil from Merck, which are produced from the 
expression of L1 from baculovirus and yeast cells, respectively [reviewed in (111)]. 
Expression of some enveloped virus capsid proteins can also generate non-enveloped 
VLPs. Natural infection with hepatitis B virus (HBV) results in the production of subviral 
particles (essentially VLPs) which can be used to generate protective immune responses. 
Recombinant versions of HBV VLPs are currently licensed by several manufacturers 
[reviewed in (122)]. 
Summary of VLPs and Infectious Virus Particles 
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The differences between VLPs, pseudotyped VLPs, pseudotyped virus particles, 
and infectious virus particles have been carefully defined in this review. However, the 
literature sometimes uses some of the terms interchangeably. Nonetheless, VLPs remain 
a valuable tool for dissecting virus biology, but results found with them should always be 
confirmed in the context of infectious virus particles. Pseudotypes, in particular 
pseudotyped VLPs, remain promising vaccine platforms. Similarities and differences 
between infectious virus particles will continue to be revealed. 
 
Goals of the Thesis 
 The primary aim of this thesis was to determine the role of the membrane 
proximal region of the M2 cytoplasmic tail in virus replication. It was known previously 
that this region was able to bind M1 (95), was able to bind cholesterol in vitro (133), and 
that deletion of the rest of the M2 cytoplasmic tail still allowed incorporation of M2 (96). 
Through a series of experiments that I proposed, I sought to investigate the various 
aspects of the membrane proximal region of M2. Mutant proteins were investigated using 
mammalian expression systems, a trans-complementation system, and recombinant 
viruses. I determined that the M2 cholesterol binding motif is not required for virus 
replication in tissue culture but viruses lacking the motif caused less morbidity and 
mortality in mice. I additionally established that the membrane proximal residues 
tolerated numerous mutations with little, if any, affect on virus replication suggesting that 
the protein structure of this region, rather than the identity of individual amino acids, may 
be critical for M2 protein function. Chimeric proteins between influenza A virus M2 and 
an M2 homolog in influenza C virus, CM2, were also utilized to compare the ion channel 
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function of the two proteins. I further confirmed that residues in the ectodomain and 






Figure 1. Composition of various enveloped particles produced by the expression of 
viral proteins. A) The expression of viral glycoproteins and/or internal core proteins can 
induce the formation of virus-like particles (VLPs). B) The co-expression of 
glycoproteins from one or more distinct viruses during the production of VLPs from 
another virus can produce pseudotyped virus-like particles which may contain 
glycoproteins and/or core proteins from one virus along with glycoproteins from other 
viruses. C) Pseudotyped virus particles are produced by the co-expression of 
glycoproteins from distinct viruses in cells infected with another virus. D) Infectious 
virus particles are the product of natural virus infections and are characterized by a 
complete viral genome and complement of viral proteins. Natural infections can 
sometimes also produce incomplete virus particles that are non-infectious, not shown. In 
pseudotypes, foreign glycoproteins are shown in blue and yellow and, in all particles, 
proteins from the parental virus are shown in red. 
 
Figure 2. Influenza virus-like particles (VLPs). A-D) Depending on the particular 
expression system and strain of influenza A virus, M1 (A), M2 (B), HA (C), or NA (D) 
expression alone has been shown to be sufficient to induce VLP budding and release. E-
H) Various influenza A VLPs which have been shown to induce various levels of protect 
immunity in immunized animals include ones generated from the expression of M1 and 




Figure 3. Pseudotyped influenza VLPs. Foreign glycoproteins can be incorporated into 
influenza VLPs when co-expressed with M1 using a baculovirus expression system. A) 
The ectodomain of SARS coronavirus spike (S) protein fused to the transmembrane 
domain and cytoplasmic tail of influenza HA and B) the native glycoproteins G and F 
from RSV can be incorporated into influenza VLPs 
 
Figure 4. Pseudotyped influenza virus particles. Pseudotyping influenza viruses is 
utilized to generate influenza vaccines candidates. Either by co-infection or reverse 
genetics, the HA and NA glycoproteins from a glycoprotein donor strain are combined 
with all the proteins expressed by the other 6 segments from a core donor strain to 
generate a pseudotyped influenza virus particle. 
 
Figure 5. Infectious influenza virus particles. A) If M2 is not expressed, virus particles 
assembly and are released, but they have a defect in viral RNA (vRNA) incorporation 
and viral infectivity. B) If functional M2 is expressed, infectious virus particles are 






































































































1. Ali, A., R. T. Avalos, E. Ponimaskin, and D. P. Nayak. 2000. Influenza virus 
assembly: effect of influenza virus glycoproteins on the membrane association of 
M1 protein. J Virol 74:8709-19. 
2. Blanchard, E., D. Brand, and P. Roingeard. 2003. Endogenous virus and 
hepatitis C virus-like particle budding in BHK-21 cells. J Virol 77:3888-9; author 
reply 3889. 
3. Bright, R. A., D. M. Carter, C. J. Crevar, F. R. Toapanta, J. D. Steckbeck, K. 
S. Cole, N. M. Kumar, P. Pushko, G. Smith, T. M. Tumpey, and T. M. Ross. 
2008. Cross-Clade Protective Immune Responses to Influenza Viruses with H5N1 
HA and NA Elicited by an Influenza Virus-Like Particle. PLoS ONE 3:e1501. 
4. Bright, R. A., D. M. Carter, S. Daniluk, F. R. Toapanta, A. Ahmad, V. 
Gavrilov, M. Massare, P. Pushko, N. Mytle, T. Rowe, G. Smith, and T. M. 
Ross. 2007. Influenza virus-like particles elicit broader immune responses than 
whole virion inactivated influenza virus or recombinant hemagglutinin. Vaccine 
25:3871-3878. 
5. Brown, D. A., and J. K. Rose. 1992. Sorting of GPI-anchored proteins to 
glycolipid-enriched membrane subdomains during transport to the apical cell 
surface. Cell 68:533-44. 
6. Brown, E. L., and D. S. Lyles. 2003. Organization of the Vesicular Stomatitis 
Virus Glycoprotein into Membrane Microdomains Occurs Independently of 
Intracellular Viral Components. J. Virol. 77:3985-3992. 
34 
 
7. Brown, E. L., and D. S. Lyles. 2005. Pseudotypes of Vesicular Stomatitis Virus 
with CD4 Formed by Clustering of Membrane Microdomains during Budding. J. 
Virol. 79:7077-7086. 
8. Bruce, E. A., L. Medcalf, C. M. Crump, S. L. Noton, A. D. Stuart, H. M. 
Wise, D. Elton, K. Bowers, and P. Digard. 2009. Budding of filamentous and 
non-filamentous influenza A virus occurs via a VPS4 and VPS28-independent 
pathway. Virology 390:268-278. 
9. Bruns, M., and F. Lehmann-Grube. 1984. Lymphocytic choriomeningitis virus 
VIII. Reciprocal formation of pseudotypes with vesicular stomatitis virus. 
Virology 137:49-57. 
10. Buonocore, L., K. J. Blight, C. M. Rice, and J. K. Rose. 2002. Characterization 
of Vesicular Stomatitis Virus Recombinants That Express and Incorporate High 
Levels of Hepatitis C Virus Glycoproteins. J. Virol. 76:6865-6872. 
11. Calistri, A., C. Salata, C. Parolin, and G. Palù. 2009. Role of multivesicular 
bodies and their components in the egress of enveloped RNA viruses. Reviews in 
Medical Virology 19:31-45. 
12. Campbell, S., and A. Rein. 1999. In Vitro Assembly Properties of Human 
Immunodeficiency Virus Type 1 Gag Protein Lacking the p6 Domain. J. Virol. 
73:2270-2279. 
13. Campbell, S., and V. M. Vogt. 1995. Self-assembly in vitro of purified CA-NC 




14. Chattopadhyay, A., and J. K. Rose. 2011. Complementing Defective Viruses 
That Express Separate Paramyxovirus Glycoproteins Provide a New Vaccine 
Vector Approach. J. Virol. 85:2004-2011. 
15. Chen, B. J., and R. A. Lamb. 2008. Mechanisms for enveloped virus budding: 
Can some viruses do without an ESCRT? Virology 372:221-232. 
16. Chen, B. J., G. P. Leser, D. Jackson, and R. A. Lamb. 2008. The Influenza 
Virus M2 Protein Cytoplasmic Tail Interacts with the M1 Protein and Influences 
Virus Assembly at the Site of Virus Budding. J. Virol. 82:10059-10070. 
17. Chen, B. J., G. P. Leser, E. Morita, and R. A. Lamb. 2007. Influenza Virus 
Hemagglutinin and Neuraminidase, but Not the Matrix Protein, Are Required for 
Assembly and Budding of Plasmid-Derived Virus-Like Particles. J. Virol. 
81:7111-7123. 
18. Cheung, T. K. W., Y. Guan, S. S. F. Ng, H. Chen, C. H. K. Wong, J. S. M. 
Peiris, and L. L. M. Poon. 2005. Generation of recombinant influenza A virus 
without M2 ion-channel protein by introduction of a point mutation at the 5' end 
of the viral intron. J Gen Virol 86:1447-1454. 
19. Chukkapalli, V., I. B. Hogue, V. Boyko, W.-S. Hu, and A. Ono. 2008. 
Interaction between the Human Immunodeficiency Virus Type 1 Gag Matrix 
Domain and Phosphatidylinositol-(4,5)-Bisphosphate Is Essential for Efficient 
Gag Membrane Binding. J. Virol. 82:2405-2417. 
20. Chukkapalli, V., and A. Ono. 2011. Molecular Determinants that Regulate 




21. Clapham, P., K. Nagy, and R. A. Weiss. 1984. Pseudotypes of human T-cell 
leukemia virus types 1 and 2: neutralization by patients' sera. Proceedings of the 
National Academy of Sciences 81:2886-2889. 
22. Craven, R. C., R. N. Harty, J. Paragas, P. Palese, and J. W. Wills. 1999. Late 
Domain Function Identified in the Vesicular Stomatitis Virus M Protein by Use of 
Rhabdovirus-Retrovirus Chimeras. J. Virol. 73:3359-3365. 
23. D’Aoust, M.-A., P.-O. Lavoie, M. M. J. Couture, S. Trépanier, J.-M. Guay, 
M. Dargis, S. Mongrand, N. Landry, B. J. Ward, and L.-P. Vézina. 2008. 
Influenza virus-like particles produced by transient expression in Nicotiana 
benthamiana induce a protective immune response against a lethal viral challenge 
in mice. Plant Biotechnology Journal 6:930-940. 
24. Dorange, F., E. Piver, T. Bru, C. Collin, P. Roingeard, and J.-C. Pagès. 2004. 
Vesicular stomatitis virus glycoprotein: a transducing coat for SFV-based RNA 
vectors. The Journal of Gene Medicine 6:1014-1022. 
25. Enami, M., W. Luytjes, M. Krystal, and P. Palese. 1990. Introduction of site-
specific mutations into the genome of influenza virus. Proc Natl Acad Sci U S A 
87:3802-5. 
26. Ezelle, H. J., D. Markovic, and G. N. Barber. 2002. Generation of Hepatitis C 
Virus-Like Particles by Use of a Recombinant Vesicular Stomatitis Virus Vector. 
J. Virol. 76:12325-12334. 
27. Falzarano, D., T. W. Geisbert, and H. Feldmann. 2011. Progress in filovirus 




28. Fang, Z.-Y., I. Kuli-Zade, and P. Spearman. 1999. Efficient Human 
Immunodeficiency Virus (HIV)-1 Gag-Env Pseudovirion Formation Elicited from 
Mammalian Cells by a Canarypox HIV Vaccine Candidate. Journal of Infectious 
Diseases 180:1122-1132. 
29. Fiore, A. E., C. B. Bridges, N. J. Cox, R. W. Compans, and W. A. Orenstein. 
2009. Seasonal Influenza Vaccines-Vaccines for Pandemic Influenza, p. 43-82, 
vol. 333. Springer Berlin Heidelberg. 
30. Flamand, A. 1970. Genetic study of vesicular stomatitis virus: classification of 
spontaneous thermosensitive mutants into complementation groups. J Gen Virol 
8:187-95. 
31. Fukushi, S., T. Mizutani, M. Saijo, S. Matsuyama, N. Miyajima, F. Taguchi, 
S. Itamura, I. Kurane, and S. Morikawa. 2005. Vesicular stomatitis virus 
pseudotyped with severe acute respiratory syndrome coronavirus spike protein. 
Journal of General Virology 86:2269-2274. 
32. Galarza, J. M., T. Latham, and A. Cupo. 2005. Virus-like particle (VLP) 
vaccine conferred complete protection against a lethal influenza virus challenge. 
Viral Immunol 18:244-51. 
33. Galarza, J. M., T. Latham, and A. Cupo. 2005. Virus-like particle vaccine 
conferred complete protection against a lethal influenza virus challenge. Viral 
Immunol 18:365-72. 
34. Ganser-Pornillos, B. K., M. Yeager, and W. I. Sundquist. 2008. The structural 
biology of HIV assembly. Curr Opin Struct Biol 18:203-17. 
38 
 
35. Garbutt, M., R. Liebscher, V. Wahl-Jensen, S. Jones, P. Moller, R. Wagner, 
V. Volchkov, H.-D. Klenk, H. Feldmann, and U. Stroher. 2004. Properties of 
Replication-Competent Vesicular Stomatitis Virus Vectors Expressing 
Glycoproteins of Filoviruses and Arenaviruses. J. Virol. 78:5458-5465. 
36. Garrus, J. E., U. K. von Schwedler, O. W. Pornillos, S. G. Morham, K. H. 
Zavitz, H. E. Wang, D. A. Wettstein, K. M. Stray, M. Cote, R. L. Rich, D. G. 
Myszka, and W. I. Sundquist. 2001. Tsg101 and the vacuolar protein sorting 
pathway are essential for HIV-1 budding. Cell 107:55-65. 
37. Ge, P., J. Tsao, S. Schein, T. J. Green, M. Luo, and Z. H. Zhou. 2010. Cryo-
EM Model of the Bullet-Shaped Vesicular Stomatitis Virus. Science 327:689-
693. 
38. Gheysen, D., E. Jacobs, F. de Foresta, C. Thiriart, M. Francotte, D. Thines, 
and M. De Wilde. 1989. Assembly and release of HIV-1 precursor Pr55gag 
virus-like particles from recombinant baculovirus-infected insect cells. Cell 
59:103-12. 
39. Gilden, D. H., M. Devlin, and Z. Wroblewska. 1981. The use of vesicular 
stomatitis (visna virus) pseudotypes to demonstrate visna virus receptors in cells 
from different species. Arch Virol 67:181-5. 
40. Gomez-Puertas, P., C. Albo, E. Perez-Pastrana, A. Vivo, and A. Portela. 




41. Gomez-Puertas, P., I. Mena, M. Castillo, A. Vivo, E. Perez-Pastrana, and A. 
Portela. 1999. Efficient formation of influenza virus-like particles: dependence 
on the expression levels of viral proteins. J Gen Virol 80:1635-45. 
42. Gottlinger, H. G., T. Dorfman, J. G. Sodroski, and W. A. Haseltine. 1991. 
Effect of mutations affecting the p6 gag protein on human immunodeficiency 
virus particle release. Proc Natl Acad Sci U S A 88:3195-9. 
43. Grantham, M. L., S. M. Stewart, E. N. Lalime, and A. Pekosz. 2010. 
Tyrosines in the Influenza A Virus M2 Protein Cytoplasmic Tail Are Critical for 
Production of Infectious Virus Particles. J. Virol. 84:8765-8776. 
44. Green, T. J., X. Zhang, G. W. Wertz, and M. Luo. 2006. Structure of the 
Vesicular Stomatitis Virus Nucleoprotein-RNA Complex. Science 313:357-360. 
45. Guo, L., X. Lu, S.-M. Kang, C. Chen, R. W. Compans, and Q. Yao. 2003. 
Enhancement of mucosal immune responses by chimeric influenza HA/SHIV 
virus-like particles. Virology 313:502-513. 
46. Haglund, K., J. Forman, H. G. Krausslich, and J. K. Rose. 2000. Expression 
of human immunodeficiency virus type 1 Gag protein precursor and envelope 
proteins from a vesicular stomatitis virus recombinant: high-level production of 
virus-like particles containing HIV envelope. Virology 268:112-21. 
47. Hanika, A., B. Larisch, E. Steinmann, C. Schwegmann-Wessels, G. Herrler, 
and G. Zimmer. 2005. Use of influenza C virus glycoprotein HEF for generation 
of vesicular stomatitis virus pseudotypes. J. Gen. Virol. 86:1455-1465. 
48. Harper, S. A., J. S. Bradley, J. A. Englund, T. M. File, S. Gravenstein, F. G. 
Hayden, A. J. McGeer, K. M. Neuzil, A. T. Pavia, M. L. Tapper, T. M. Uyeki, 
40 
 
and R. K. Zimmerman. 2009. Seasonal Influenza in Adults and Children-
Diagnosis, Treatment, Chemoprophylaxis, and Institutional Outbreak 
Management: Clinical Practice Guidelines of the Infectious Diseases Society of 
America. Clinical Infectious Diseases 48:1003-1032. 
49. Harty, R. N., M. E. Brown, J. P. McGettigan, G. Wang, H. R. Jayakar, J. M. 
Huibregtse, M. A. Whitt, and M. J. Schnell. 2001. Rhabdoviruses and the 
cellular ubiquitin-proteasome system: a budding interaction. J Virol 75:10623-9. 
50. Harty, R. N., J. Paragas, M. Sudol, and P. Palese. 1999. A Proline-Rich Motif 
within the Matrix Protein of Vesicular Stomatitis Virus and Rabies Virus Interacts 
with WW Domains of Cellular Proteins: Implications for Viral Budding. J. Virol. 
73:2921-2929. 
51. Haynes, J. R., L. Dokken, J. A. Wiley, A. G. Cawthon, J. Bigger, A. G. 
Harmsen, and C. Richardson. 2009. Influenza-pseudotyped Gag virus-like 
particle vaccines provide broad protection against highly pathogenic avian 
influenza challenge. Vaccine 27:530-541. 
52. Hockley, D. J., M. V. Nermut, C. Grief, J. B. M. Jowett, and I. M. Jones. 
1994. Comparative Morphology of Gag Protein Structures Produced by Mutants 
of the gag Gene of Human Immunodeficiency Virus Type 1. J. Gen. Virol. 
75:2985-2997. 
53. Huang, M., J. M. Orenstein, M. A. Martin, and E. O. Freed. 1995. p6Gag is 
required for particle production from full-length human immunodeficiency virus 
type 1 molecular clones expressing protease. J Virol 69:6810-8. 
41 
 
54. Hui, E. K.-W., S. Barman, D. H.-P. Tang, B. France, and D. P. Nayak. 2006. 
YRKL Sequence of Influenza Virus M1 Functions as the L Domain Motif and 
Interacts with VPS28 and Cdc42. J. Virol. 80:2291-2308. 
55. Hui, E. K.-W., S. Barman, T. Y. Yang, and D. P. Nayak. 2003. Basic Residues 
of the Helix Six Domain of Influenza Virus M1 Involved in Nuclear 
Translocation of M1 Can Be Replaced by PTAP and YPDL Late Assembly 
Domain Motifs. J. Virol. 77:7078-7092. 
56. Hui, E. K.-W., S. Barman, T. Y. Yang, D. H.-P. Tang, B. France, and D. P. 
Nayak. 2006. "Basic Residues of the Helix Six Domain of Influenza Virus M1 
Involved in Nuclear Translocation of M1 Can Be Replaced by PTAP and YPDL 
Late Assembly Domain Motifs" and "YRKL Sequence of Influenza Virus M1 
Functions as the L Domain Motif and Interacts with VPS28 and Cdc42". J. Virol. 
80:10289. 
57. Hutchinson, E. C., M. D. Curran, E. K. Read, J. R. Gog, and P. Digard. 2008. 
Mutational Analysis of cis-Acting RNA Signals in Segment 7 of Influenza A 
Virus. J. Virol. 82:11869-11879. 
58. Irie, T., J. M. Licata, H. R. Jayakar, M. A. Whitt, P. Bell, and R. N. Harty. 
2004. Functional Analysis of Late-Budding Domain Activity Associated with the 
PSAP Motif within the Vesicular Stomatitis Virus M Protein. J. Virol. 78:7823-
7827. 
59. Iwatsuki-Horimoto, K., T. Horimoto, T. Noda, M. Kiso, J. Maeda, S. 
Watanabe, Y. Muramoto, K. Fujii, and Y. Kawaoka. 2006. The Cytoplasmic 
42 
 
Tail of the Influenza A Virus M2 Protein Plays a Role in Viral Assembly. J. Virol. 
80:5233-5240. 
60. Jayakar, H. R., E. Jeetendra, and M. A. Whitt. 2004. Rhabdovirus assembly 
and budding. Virus Research 106:117-132. 
61. Jayakar, H. R., K. G. Murti, and M. A. Whitt. 2000. Mutations in the PPPY 
Motif of Vesicular Stomatitis Virus Matrix Protein Reduce Virus Budding by 
Inhibiting a Late Step in Virion Release. J. Virol. 74:9818-9827. 
62. Johnson, J. E., W. Rodgers, and J. K. Rose. 1998. A plasma membrane 
localization signal in the HIV-1 envelope cytoplasmic domain prevents 
localization at sites of vesicular stomatitis virus budding and incorporation into 
VSV virions. Virology 251:244-52. 
63. Johnson, J. E., M. J. Schnell, L. Buonocore, and J. K. Rose. 1997. Specific 
targeting to CD4+ cells of recombinant vesicular stomatitis viruses encoding 
human immunodeficiency virus envelope proteins. J Virol 71:5060-8. 
64. Justice, P. A., W. Sun, Y. Li, Z. Ye, P. R. Grigera, and R. R. Wagner. 1995. 
Membrane vesiculation function and exocytosis of wild-type and mutant matrix 
proteins of vesicular stomatitis virus. J. Virol. 69:3156-3160. 
65. Kahn, J. S., A. Roberts, C. Weibel, L. Buonocore, and J. K. Rose. 2001. 
Replication-Competent or Attenuated, Nonpropagating Vesicular Stomatitis 
Viruses Expressing Respiratory Syncytial Virus (RSV) Antigens Protect Mice 
against RSV Challenge. J. Virol. 75:11079-11087. 
66. Kahn, J. S., M. J. Schnell, L. Buonocore, and J. K. Rose. 1999. Recombinant 
Vesicular Stomatitis Virus Expressing Respiratory Syncytial Virus (RSV) 
43 
 
Glycoproteins: RSV Fusion Protein Can Mediate Infection and Cell Fusion. 
Virology 254:81-91. 
67. Kang, S.-M., J.-M. Song, F.-S. Quan, and R. W. Compans. 2009. Influenza 
vaccines based on virus-like particles. Virus Research 143:140-146. 
68. Kang, S.-M., D.-G. Yoo, A. S. Lipatov, J.-M. Song, C. T. Davis, F.-S. Quan, 
L.-M. Chen, R. O. Donis, and R. W. Compans. 2009. Induction of Long-Term 
Protective Immune Responses by Influenza H5N1 Virus-Like Particles. PLoS 
ONE 4:e4667. 
69. Kaptur, P. E., R. B. Rhodes, and D. S. Lyles. 1991. Sequences of the vesicular 
stomatitis virus matrix protein involved in binding to nucleocapsids. J Virol 
65:1057-65. 
70. Khurana, S., J. Wu, N. Verma, S. Verma, R. Raghunandan, J. Manischewitz, 
L. R. King, E. Kpamegan, S. Pincus, G. Smith, G. Glenn, and H. Golding. 
2011. H5N1 virus-like particle vaccine elicits cross-reactive neutralizing 
antibodies in humans that preferentially bind to oligomeric form of influenza 
hemagglutinin. J. Virol. 85:10945-54. 
71. Konig, R., S. Stertz, Y. Zhou, A. Inoue, H. H. Hoffmann, S. Bhattacharyya, J. 
G. Alamares, D. M. Tscherne, M. B. Ortigoza, Y. Liang, Q. Gao, S. E. 
Andrews, S. Bandyopadhyay, P. De Jesus, B. P. Tu, L. Pache, C. Shih, A. 
Orth, G. Bonamy, L. Miraglia, T. Ideker, A. Garcia-Sastre, J. A. T. Young, 
P. Palese, M. L. Shaw, and S. K. Chanda. 2010. Human host factors required 
for influenza virus replication. Nature 463:813-7. 
44 
 
72. Krammer, F., T. Schinko, D. Palmberger, C. Tauer, P. Messner, and R. 
Grabherr. 2010. Trichoplusia ni cells (High Five) are highly efficient for the 
production of influenza A virus-like particles: a comparison of two insect cell 
lines as production platforms for influenza vaccines. Molecular Biotechnology 
45:226-234. 
73. Kretzschmar, E., L. Buonocore, M. J. Schnell, and J. K. Rose. 1997. High-
efficiency incorporation of functional influenza virus glycoproteins into 
recombinant vesicular stomatitis viruses. J. Virol. 71:5982-5989. 
74. Kuate, S., C. Stahl-Hennig, H. Stoiber, G. Nchinda, A. Floto, M. Franz, U. 
Sauermann, S. Bredl, L. Deml, R. Ignatius, S. Norley, P. Racz, K. Tenner-
Racz, R. M. Steinman, R. Wagner, and K. Überla. 2006. Immunogenicity and 
efficacy of immunodeficiency virus-like particles pseudotyped with the G protein 
of vesicular stomatitis virus. Virology 351:133-144. 
75. Lagging, L. M., K. Meyer, R. J. Owens, and R. Ray. 1998. Functional Role of 
Hepatitis C Virus Chimeric Glycoproteins in the Infectivity of Pseudotyped Virus. 
J. Virol. 72:3539-3546. 
76. Lai, J. C. C., W. W. L. Chan, F. o. Kien, J. M. Nicholls, J. S. M. Peiris, and 
J.-M. Garcia. 2010. Formation of virus-like particles from human cell lines 
exclusively expressing influenza neuraminidase. J. Gen. Virol. 91:2322-2330. 
77. Latham, T., and J. M. Galarza. 2001. Formation of wild-type and chimeric 
influenza virus-like particles following simultaneous expression of only four 
structural proteins. J Virol 75:6154-65. 
45 
 
78. Lee, B.-H., K. Yoshimatsu, K. Araki, M. Okumura, I. Nakamura, and J. 
Arikawa. 2006. A pseudotype vesicular stomatitis virus containing Hantaan virus 
envelope glycoproteins G1 and G2 as an alternative to hantavirus vaccine in mice. 
Vaccine 24:2928-2934. 
79. Lenard, J., and R. Vanderoef. 1990. Localization of the membrane-associated 
region of vesicular stomatitis virus M protein at the N terminus, using the 
hydrophobic, photoreactive probe 125I-TID. J. Virol. 64:3486-91. 
80. Leser, G. P., and R. A. Lamb. 2005. Influenza virus assembly and budding in 
raft-derived microdomains: A quantitative analysis of the surface distribution of 
HA, NA and M2 proteins. Virology 342:215-227. 
81. Leung, K., J.-O. Kim, L. Ganesh, J. Kabat, O. Schwartz, and G. J. Nabel. 
2008. HIV-1 Assembly: Viral Glycoproteins Segregate Quantally to Lipid Rafts 
that Associate Individually with HIV-1 Capsids and Virions. Cell Host & Microbe 
3:285-292. 
82. Li, Y., L. Luo, M. Schubert, R. R. Wagner, and C. Y. Kang. 1993. Viral 
liposomes released from insect cells infected with recombinant baculovirus 
expressing the matrix protein of vesicular stomatitis virus. J. Virol. 67:4415-20. 
83. Liu, C., M. C. Eichelberger, R. W. Compans, and G. M. Air. 1995. Influenza 
type A virus neuraminidase does not play a role in viral entry, replication, 
assembly, or budding. J. Virol. 69:1099-106. 
84. Liu, Y. V., M. J. Massare, D. L. Barnard, T. Kort, M. Nathan, L. Wang, and 
G. Smith. 2011. Chimeric severe acute respiratory syndrome coronavirus (SARS-
CoV) S glycoprotein and influenza matrix 1 efficiently form virus-like particles 
46 
 
(VLPs) that protect mice against challenge with SARS-CoV. Vaccine 29:6606-
6613. 
85. Luan, P., and M. Glaser. 1994. Formation of membrane domains by the 
envelope proteins of vesicular stomatitis virus. Biochemistry 33:4483-9. 
86. Luan, P., L. Yang, and M. Glaser. 1995. Formation of membrane domains 
created during the budding of vesicular stomatitis virus. A model for selective 
lipid and protein sorting in biological membranes. Biochemistry 34:9874-83. 
87. Lyles, D. S., and M. O. McKenzie. 1998. Reversible and irreversible steps in 
assembly and disassembly of vesicular stomatitis virus: equilibria and kinetics of 
dissociation of nucleocapsid-M protein complexes assembled in vivo. 
Biochemistry 37:439-50. 
88. Mahmood, K., R. A. Bright, N. Mytle, D. M. Carter, C. J. Crevar, J. E. 
Achenbach, P. M. Heaton, T. M. Tumpey, and T. M. Ross. 2008. H5N1 VLP 
vaccine induced protection in ferrets against lethal challenge with highly 
pathogenic H5N1 influenza viruses. Vaccine 26:5393-5399. 
89. Majid, A. M., H. Ezelle, S. Shah, and G. N. Barber. 2006. Evaluating 
Replication-Defective Vesicular Stomatitis Virus as a Vaccine Vehicle. J. Virol. 
80:6993-7008. 
90. Marchal, I., D. L. Jarvis, R. Cacan, and A. Verbert. 2001. Glycoproteins from 
Insect Cells: Sialylated or Not? Biological Chemistry 382:151-159. 
91. Marovich, M. A. 2004. ALVAC-HIV vaccines: clinical trial experience focusing 
on progress in vaccine development. Expert Review of Vaccines 3:S99-S104. 
47 
 
92. Martin-Serrano, J., T. Zang, and P. D. Bieniasz. 2001. HIV-1 and Ebola virus 
encode small peptide motifs that recruit Tsg101 to sites of particle assembly to 
facilitate egress. Nat. Med. 7:1313-9. 
93. Matassov, D., A. Cupo, and J. M. Galarza. 2007. A Novel Intranasal Virus-
Like Particle (VLP) Vaccine Designed to Protect against the Pandemic 1918 
Influenza A Virus (H1N1). Viral Immunology 20:441-452. 
94. Matsuura, Y., H. Tani, K. Suzuki, T. Kimura-Someya, R. Suzuki, H. Aizaki, 
K. Ishii, K. Moriishi, C. S. Robison, M. A. Whitt, and T. Miyamura. 2001. 
Characterization of Pseudotype VSV Possessing HCV Envelope Proteins. 
Virology 286:263-275. 
95. McCown, M. F., and A. Pekosz. 2006. Distinct Domains of the Influenza A 
Virus M2 Protein Cytoplasmic Tail Mediate Binding to the M1 Protein and 
Facilitate Infectious Virus Production. J. Virol. 80:8178-8189. 
96. McCown, M. F., and A. Pekosz. 2005. The Influenza A Virus M2 Cytoplasmic 
Tail Is Required for Infectious Virus Production and Efficient Genome 
Packaging. J. Virol. 79:3595-3605. 
97. Morikawa, Y., S. Hinata, H. Tomoda, T. Goto, M. Nakai, C. Aizawa, H. 
Tanaka, and S. mura. 1996. Complete Inhibition of Human Immunodeficiency 
Virus Gag Myristoylation Is Necessary for Inhibition of Particle Budding. Journal 
of Biological Chemistry 271:2868-2873. 
98. Negrete, O. A., E. L. Levroney, H. C. Aguilar, A. Bertolotti-Ciarlet, R. 
Nazarian, S. Tajyar, and B. Lee. 2005. EphrinB2 is the entry receptor for Nipah 
virus, an emergent deadly paramyxovirus. Nature 436:401-405. 
48 
 
99. Neil, S. J. D., T. Zang, and P. D. Bieniasz. 2008. Tetherin inhibits retrovirus 
release and is antagonized by HIV-1 Vpu. Nature 451:425-430. 
100. Neumann, G., T. Noda, and Y. Kawaoka. 2009. Emergence and pandemic 
potential of swine-origin H1N1 influenza virus. Nature 459:931-939. 
101. Neumann, G., T. Watanabe, H. Ito, S. Watanabe, H. Goto, P. Gao, M. 
Hughes, D. R. Perez, R. Donis, E. Hoffmann, G. Hobom, and Y. Kawaoka. 
1999. Generation of influenza A viruses entirely from cloned cDNAs. Proc Natl 
Acad Sci U S A 96:9345-50. 
102. Neumann, G., T. Watanabe, and Y. Kawaoka. 2000. Plasmid-driven formation 
of influenza virus-like particles. J. Virol. 74:547-51. 
103. Neumann, G., A. Zobel, and G. Hobom. 1994. RNA polymerase I-mediated 
expression of influenza viral RNA molecules. Virology 202:477-9. 
104. Newcomb, W. W., and J. C. Brown. 1981. Role of the vesicular stomatitis virus 
matrix protein in maintaining the viral nucleocapsid in the condensed form found 
in native virions. J. Virol. 39:295-9. 
105. Ogino, M., H. Ebihara, B.-H. Lee, K. Araki, A. Lundkvist, Y. Kawaoka, K. 
Yoshimatsu, and J. Arikawa. 2003. Use of Vesicular Stomatitis Virus 
Pseudotypes Bearing Hantaan or Seoul Virus Envelope Proteins in a Rapid and 
Safe Neutralization Test. Clin. Diagn. Lab. Immunol. 10:154-160. 
106. Okuma, K., Y. Matsuura, H. Tatsuo, Y. Inagaki, M. Nakamura, N. 
Yamamoto, and Y. Yanagi. 2001. Analysis of the molecules involved in human 
T-cell leukaemia virus type 1 entry by a vesicular stomatitis virus pseudotype 
bearing its envelope glycoproteins. J. Gen. Virol. 82:821-30. 
49 
 
107. Ono, A., S. D. Ablan, S. J. Lockett, K. Nagashima, and E. O. Freed. 2004. 
Phosphatidylinositol (4,5) bisphosphate regulates HIV-1 Gag targeting to the 
plasma membrane. PNAS 101:14889-14894. 
108. Ono, A., and E. O. Freed. 2001. Plasma membrane rafts play a critical role in 
HIV-1 assembly and release. Proc Natl Acad Sci U S A 98:13925-30. 
109. Owens, R. J., and J. K. Rose. 1993. Cytoplasmic domain requirement for 
incorporation of a foreign envelope protein into vesicular stomatitis virus. J. 
Virol. 67:360-365. 
110. Palese, P., K. Tobita, M. Ueda, and R. W. Compans. 1974. Characterization of 
temperature sensitive influenza virus mutants defective in neuraminidase. 
Virology 61:397-410. 
111. Palmer, K. E., A. B. Jenson, J. C. Kouokam, A. B. Lasnik, and S.-j. Ghim. 
2009. Recombinant vaccines for the prevention of human papillomavirus 
infection and cervical cancer. Experimental and Molecular Pathology 86:224-233. 
112. Park, E. K., M. R. Castrucci, A. Portner, and Y. Kawaoka. 1998. The M2 
Ectodomain Is Important for Its Incorporation into Influenza A Virions. J. Virol. 
72:2449-2455. 
113. Pornillos, O., D. S. Higginson, K. M. Stray, R. D. Fisher, J. E. Garrus, M. 
Payne, G.-P. He, H. E. Wang, S. G. Morham, and W. I. Sundquist. 2003. HIV 
Gag mimics the Tsg101-recruiting activity of the human Hrs protein. J. Cell Biol. 
162:425-434. 
114. Pushko, P., M. B. Pearce, A. Ahmad, I. Tretyakova, G. Smith, J. A. Belser, 
and T. M. Tumpey. 2011. Influenza virus-like particle can accommodate 
50 
 
multiple subtypes of hemagglutinin and protect from multiple influenza types and 
subtypes. Vaccine 29:5911-5918. 
115. Pushko, P., T. M. Tumpey, F. Bu, J. Knell, R. Robinson, and G. Smith. 2005. 
Influenza virus-like particles comprised of the HA, NA, and M1 proteins of H9N2 
influenza virus induce protective immune responses in BALB/c mice. Vaccine 
23:5751-5759. 
116. Pushko, P., T. M. Tumpey, N. Van Hoeven, J. A. Belser, R. Robinson, M. 
Nathan, G. Smith, D. C. Wright, and R. A. Bright. 2007. Evaluation of 
influenza virus-like particles and Novasome adjuvant as candidate vaccine for 
avian influenza. Vaccine 25:4283-4290. 
117. Quan, F.-S., C. Huang, R. W. Compans, and S.-M. Kang. 2007. Virus-Like 
Particle Vaccine Induces Protective Immunity against Homologous and 
Heterologous Strains of Influenza Virus. J. Virol. 81:3514-3524. 
118. Quan, F.-S., Y. Kim, S. Lee, H. Yi, S.-M. Kang, J. Bozja, M. L. Moore, and 
R. W. Compans. 2011. Viruslike Particle Vaccine Induces Protection Against 
Respiratory Syncytial Virus Infection in Mice. Journal of Infectious Diseases 
204:987-995. 
119. Quan, F. S., D. Steinhauer, C. Huang, T. M. Ross, R. W. Compans, and S.-M. 
Kang. 2008. A bivalent influenza VLP vaccine confers complete inhibition of 
virus replication in lungs. Vaccine 26:3352-3361. 
120. Ray, N., J. Whidby, S. Stewart, J. W. Hooper, and A. Bertolotti-Ciarlet. 
2010. Study of Andes virus entry and neutralization using a pseudovirion system. 
Journal of Virological Methods 163:416-423. 
51 
 
121. Roberts, A., L. Buonocore, R. Price, J. Forman, and J. K. Rose. 1999. 
Attenuated vesicular stomatitis viruses as vaccine vectors. J. Virol. 73:3723-32. 
122. Roldao, A., M. C. M. Mellado, L. R. Castilho, M. J. T. Carrondo, and P. M. 
Alves. 2010. Virus-like particles in vaccine development. Expert Review of 
Vaccines 9:1149-1176. 
123. Rolls, M. M., P. Webster, N. H. Balba, and J. K. Rose. 1994. Novel infectious 
particles generated by expression of the vesicular stomatitis virus glycoprotein 
from a self-replicating RNA. Cell 79:497-506. 
124. Rose, N. F., A. Roberts, L. Buonocore, and J. K. Rose. 2000. Glycoprotein 
Exchange Vectors Based on Vesicular Stomatitis Virus Allow Effective Boosting 
and Generation of Neutralizing Antibodies to a Primary Isolate of Human 
Immunodeficiency Virus Type 1. J. Virol. 74:10903-10910. 
125. Rossman, J. S., X. Jing, G. P. Leser, and R. A. Lamb. 2010. Influenza Virus 
M2 Protein Mediates ESCRT-Independent Membrane Scission. Cell 142:902-
913. 
126. Roth, M. G., and R. W. Compans. 1981. Delayed appearance of pseudotypes 
between vesicular stomatitis virus influenza virus during mixed infection of 
MDCK cells. J. Virol. 40:848-860. 
127. Royer, M., M. Cerutti, B. Gay, S.-S. Hong, G. r. Devauchelle, and P. 
Boulanger. 1991. Functional domains of HIV-1gag-polyprotein expressed in 
baculovirus-infected cells. Virology 184:417-422. 
128. Saha, M. N., A. Tanaka, A. Jinno-Oue, N. Shimizu, K. Tamura, M. 
Shinagawa, J. Chiba, and H. Hoshino. 2005. Formation of Vesicular Stomatitis 
52 
 
Virus Pseudotypes Bearing Surface Proteins of Hepatitis B Virus. J. Virol. 
79:12566-12574. 
129. Scheiffele, P., A. Rietveld, T. Wilk, and K. Simons. 1999. Influenza viruses 
select ordered lipid domains during budding from the plasma membrane. J Biol 
Chem 274:2038-44. 
130. Schnell, M. J., L. Buonocore, E. Boritz, H. P. Ghosh, R. Chernish, and J. K. 
Rose. 1998. Requirement for a non-specific glycoprotein cytoplasmic domain 
sequence to drive efficient budding of vesicular stomatitis virus. Embo J 17:1289-
96. 
131. Schnell, M. J., L. Buonocore, E. Kretzschmar, E. Johnson, and J. K. Rose. 
1996. Foreign glycoproteins expressed from recombinant vesicular stomatitis 
viruses are incorporated efficiently into virus particles. Proceedings of the 
National Academy of Sciences 93:11359-11365. 
132. Schnell, M. J., L. Buonocore, M. A. Whitt, and J. K. Rose. 1996. The minimal 
conserved transcription stop-start signal promotes stable expression of a foreign 
gene in vesicular stomatitis virus. J. Virol. 70:2318-2323. 
133. Schroeder, C., H. Heider, E. Moncke-Buchner, and T. I. Lin. 2005. The 
influenza virus ion channel and maturation cofactor M2 is a cholesterol-binding 
protein. Eur Biophys J 34:52-66. 
134. Seveno, M., M. Bardor, T. Paccalet, V. Gomord, P. Lerouge, and L. Faye. 
2004. Glycoprotein sialylation in plants? Nat Biotech 22:1351-1352. 
135. Shaw, M. L., K. L. Stone, C. M. Colangelo, E. E. Gulcicek, and P. Palese. 
2008. Cellular Proteins in Influenza Virus Particles. PLoS Pathogens 4:e1000085. 
53 
 
136. Simons, K., and M. J. Gerl. 2010. Revitalizing membrane rafts: new tools and 
insights. Nat Rev Mol Cell Biol 11:688-699. 
137. Solon, J., O. Gareil, P. Bassereau, and Y. Gaudin. 2005. Membrane 
deformations induced by the matrix protein of vesicular stomatitis virus in a 
minimal system. J Gen Virol 86:3357-3363. 
138. Song, J.-M., J. Hossain, D.-G. Yoo, A. S. Lipatov, C. T. Davis, F.-S. Quan, L.-
M. Chen, R. J. Hogan, R. O. Donis, R. W. Compans, and S.-M. Kang. 2010. 
Protective immunity against H5N1 influenza virus by a single dose vaccination 
with virus-like particles. Virology 405:165-175. 
139. Song, J.-M., N. Van Rooijen, J. Bozja, R. W. Compans, and S.-M. Kang. 
2011. Vaccination inducing broad and improved cross protection against multiple 
subtypes of influenza A virus. Proceedings of the National Academy of Sciences 
108:757-761. 
140. Song, J.-M., B.-Z. Wang, K.-M. Park, N. Van Rooijen, F.-S. Quan, M.-C. 
Kim, H.-T. Jin, A. Pekosz, R. W. Compans, and S.-M. Kang. 2011. Influenza 
Virus-Like Particles Containing M2 Induce Broadly Cross Protective Immunity. 
PLoS ONE 6:e14538. 
141. Spearman, P., J. J. Wang, N. Vander Heyden, and L. Ratner. 1994. 
Identification of human immunodeficiency virus type 1 Gag protein domains 
essential to membrane binding and particle assembly. J Virol 68:3232-42. 
142. Swinteck, B. D., and D. S. Lyles. 2008. Plasma Membrane Microdomains 
Containing Vesicular Stomatitis Virus M Protein Are Separate from 
Microdomains Containing G Protein and Nucleocapsids. J. Virol. 82:5536-5547. 
54 
 
143. Takada, A., C. Robison, H. Goto, A. Sanchez, K. G. Murti, M. A. Whitt, and 
Y. Kawaoka. 1997. A system for functional analysis of Ebola virus glycoprotein. 
Proceedings of the National Academy of Sciences 94:14764-14769. 
144. Tao, P., M. Luo, D. Zhu, S. Qu, Z. Yang, M. Gao, D. Guo, and Z. Pan. 2009. 
Virus-Like Particle Vaccine Comprised of the HA, NA, and M1 Proteins of an 
Avian Isolated H5N1 Influenza Virus Induces Protective Immunity Against 
Homologous and Heterologous Strains in Mice. Viral Immunology 22:273-281. 
145. Tatsuo, H., K. Okuma, K. Tanaka, N. Ono, H. Minagawa, A. Takade, Y. 
Matsuura, and Y. Yanagi. 2000. Virus Entry Is a Major Determinant of Cell 
Tropism of Edmonston and Wild-Type Strains of Measles Virus as Revealed by 
Vesicular Stomatitis Virus Pseudotypes Bearing Their Envelope Proteins. J. Virol. 
74:4139-4145. 
146. Thali, M. 2009. The roles of tetraspanins in HIV-1 replication. Curr Top 
Microbiol Immunol 339:85-102. 
147. Thomas, D., W. W. Newcomb, J. C. Brown, J. S. Wall, J. F. Hainfeld, B. L. 
Trus, and A. C. Steven. 1985. Mass and molecular composition of vesicular 
stomatitis virus: a scanning transmission electron microscopy analysis. J. Virol. 
54:598-607. 
148. Thompson, W. W., D. K. Shay, E. Weintraub, L. Brammer, C. B. Bridges, N. 
J. Cox, and K. Fukuda. 2004. Influenza-Associated Hospitalizations in the 
United States. JAMA 292:1333-1340. 
55 
 
149. Thompson, W. W., D. K. Shay, E. Weintraub, L. Brammer, N. Cox, L. J. 
Anderson, and K. Fukuda. 2003. Mortality associated with influenza and 
respiratory syncytial virus in the United States. Jama 289:179-86. 
150. Tscherne, D. M., B. Manicassamy, and A. García-Sastre. 2010. An enzymatic 
virus-like particle assay for sensitive detection of virus entry. Journal of 
Virological Methods 163:336-343. 
151. Van Damme, N., D. Goff, C. Katsura, R. L. Jorgenson, R. Mitchell, M. C. 
Johnson, E. B. Stephens, and J. Guatelli. 2008. The Interferon-Induced Protein 
BST-2 Restricts HIV-1 Release and Is Downregulated from the Cell Surface by 
the Viral Vpu Protein. Cell Host &amp; Microbe 3:245-252. 
152. Waheed, A. A., and E. O. Freed. 2009. Lipids and membrane microdomains in 
HIV-1 replication. Virus Research 143:162-176. 
153. Watanabe, R., G. P. Leser, and R. A. Lamb. 2011. Influenza virus is not 
restricted by tetherin whereas influenza VLP production is restricted by tetherin. 
Virology 417:50-56. 
154. Watanabe, T., S. Watanabe, G. Neumann, H. Kida, and Y. Kawaoka. 2002. 
Immunogenicity and protective efficacy of replication-incompetent influenza 
virus-like particles. J Virol 76:767-73. 
155. Whitt, M. A., L. Buonocor, C. Prehaud, and J. K. Rose. 1991. Membrane 




156. Whitt, M. A., L. Chong, and J. K. Rose. 1989. Glycoprotein cytoplasmic 
domain sequences required for rescue of a vesicular stomatitis virus glycoprotein 
mutant. J Virol 63:3569-78. 
157. Witte, O. N., and D. Baltimore. 1977. Mechanism of formation of pseudotypes 
between vesicular stomatitis virus and murine leukemia virus. Cell 11:505-511. 
158. Wu, C.-Y., Y.-C. Yeh, Y.-C. Yang, C. Chou, M.-T. Liu, H.-S. Wu, J.-T. Chan, 
and P.-W. Hsiao. 2010. Mammalian Expression of Virus-Like Particles for 
Advanced Mimicry of Authentic Influenza Virus. PLoS ONE 5:e9784. 
159. Yao, Q., R. Zhang, L. Guo, M. Li, and C. Chen. 2004. Th Cell-Independent 
Immune Responses to Chimeric Hemagglutinin/Simian Human 
Immunodeficiency Virus-Like Particles Vaccine. The Journal of Immunology 
173:1951-1958. 
160. Yondola, M. A., F. Fernandes, A. Belicha-Villanueva, M. Uccelini, Q. Gao, C. 
Carter, and P. Palese. 2011. Budding Capability of the Influenza Virus 
Neuraminidase Can Be Modulated by Tetherin. J. Virol. 85:2480-2491. 
161. Young, K. R., S. P. McBurney, L. U. Karkhanis, and T. M. Ross. 2006. Virus-
like particles: Designing an effective AIDS vaccine. Methods 40:98-117. 
162. Zhang, J., A. Pekosz, and R. A. Lamb. 2000. Influenza virus assembly and lipid 
raft microdomains: a role for the cytoplasmic tails of the spike glycoproteins. J 
Virol 74:4634-44. 
163. Zhao, H., M. Ekstrom, and H. Garoff. 1998. The M1 and NP proteins of 
influenza A virus form homo- but not heterooligomeric complexes when 
coexpressed in BHK-21 cells. J Gen Virol 79:2435-46. 
57 
 
164. Zhou, W., L. J. Parent, J. W. Wills, and M. D. Resh. 1994. Identification of a 
membrane-binding domain within the amino-terminal region of human 
immunodeficiency virus type 1 Gag protein which interacts with acidic 

















The cholesterol recognition/interaction amino acid consensus motif of the influenza 
A virus M2 protein is not required for virus replication but contributes to virulence 
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Influenza A virus particles assemble and bud from plasma membrane domains enriched 
with the viral glycoproteins but only a small fraction of the total M2 protein is 
incorporated into virus particles when compared to the other viral glycoproteins. A 
membrane proximal cholesterol recognition/interaction amino acid consensus (CRAC) 
motif was previously identified in M2 and suggested to play a role in protein function. 
We investigated the importance of the CRAC motif on virus replication by generating 
recombinant proteins and viruses containing amino acid substitutions in this motif. 
Alteration or completion of the M2 CRAC motif in two different virus strains caused no 
changes in virus replication in vitro. Viruses lacking an M2 CRAC motif had decreased 
morbidity and mortality in the mouse model of infection, suggesting that this motif is a 
virulence determinant which may facilitate virus replication in vivo but is not required for 




 Influenza A virus remains a major public health burden and potential pandemic 
threat even with widespread annual vaccination and the availability of antivirals. The M2 
protein is required for several steps in the viral life cycle (reviewed in (28)). Following 
hemagglutinin (HA)-mediated virus-cell membrane fusion, the ion-channel activity of 
M2 is activated in acidified endosomes. M2 translocates protons into the core of the virus 
particle which mediates the release of viral ribonucleoprotein (vRNP) complexes from 
their association with matrix (M1) protein and viral membranes. The vRNP are 
tranported to the nucleus where viral transcription and genome replication occurs. The 
ion-channel activity of M2 also raises the pH of the Golgi compartment, thereby 
preventing the low pH induced conformational changes in HA proteins which are 
processed to their fusion-competent forms by intracellular proteases. Virus particle 
assembly occurs at the plasma membrane and the cytoplasmic tail of M2 is required for 
efficient incorporation of vRNP into infectious virus particles (19, 20). 
 Influenza A virus particles assemble and bud from plasma membrane domains 
enriched with the viral glycoproteins, HA and neuraminidase (NA). These domains may 
also reflect lipid rafts (15, 32, 45). The cytoplasmic tails of HA and NA bind and recruit 
M1 to membranes (1). Even though M2 is not found at these sites of glycoprotein 
enrichment, a small amount of M2 is incorporated into virus particles (15, 45). 
Additionally, the amount of M2 incorporation can be increased if the glycoproteins are 
targeted away from lipid microdomains by the deletion of their cytoplasmic tails (3).  
Several mechanisms have been hypothesized to contribute to M2 virion 
incorporation, including random incorporation and incorporation via interaction with 
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cholesterol (34). A membrane proximal cholesterol recognition/interaction amino acid 
consensus (CRAC) motif has been identified in the peripheral-type benzodiazepine 
receptor and other proteins known to bind cholesterol (16), including caveolin-1 (6) and 
human immunodeficiency virus (HIV) gp41 (8, 39, 40). The CRAC motif in gp41 is 
adjacent to a transmembrane helix and has been shown to bind cholesteryl-hemisuccinate 
agarose (39). Mutation of the motif decreased cholesterol binding but also altered 
fusogenic activity when introduced into HIV (4, 40). Schroeder et al. identified a putative 
CRAC motif in M2 and determined that M2 protein purified from a baculovirus 
expression system binds cholesterol (34). A second CRAC motif immediately 
downstream of the first one is present in a limited number of influenza virus strains. They 
suggest that cholesterol-bound M2 protein may be able to either rim or unite lipid 
microdomains, thereby facilitating M2 incorporation into virions. Because M2 is required 
during several distinct steps in the virus life cycle, we investigated the importance of the 
CRAC motif on virus replication by generating recombinant proteins and viruses 
containing alterations in this motif.  
 
Results  
Oligomerization and expression of mutant M2 proteins in stable cell lines. 
Influenza A/WSN/33 (rWSN) encodes an M2 protein with a consensus (L/V-X(1-5)-Y-X(1-
5)-R/K ) CRAC motif ((13, 14, 16, 17), reviewed in (5)) while A/Udorn/72 (rUd) encodes 
a protein with an R at position 54 which disrupts the consensus (Figure 1). These 
influenza virus strains do not possess a second putative CRAC domain (34).  Mutations 
were made in rWSN M2 to alter the CRAC motif by either mutating residue 54 from 
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arginine to phenylalanine (rWSN M2 R54F), the amino acid found in the  rUd M2 
protein, or changing all of the critical CRAC motif residues to alanine (rWSN M2 
delCRAC) in order to eliminate the consensus sequence. Additionally, the CRAC motif 
in rUd M2 was completed by mutating residue 54 from phenylalanine to arginine (rUd 
M2 F54R). The WSN M2 proteins also contain an asparagine to serine mutation at 
residue 31 which conveys amantadine sensitivity (9, 36) so that the potentially toxic 
effects of ion channel activity could be inhibited during routine cell culture. 
Stably transfected MDCK cell lines were generated which constitutively express 
the wildtype or mutant M2 proteins. Mutation of the CRAC motif does not affect M2 
protein oligomerization as determined by non-reducing SDS-PAGE and Western blotting 
(Fig 2A and D). To determine if the mutant M2 proteins were expressed at the cell 
surface, flow cytometry was performed on live cells using an antibody which recognizes 
the extracellular domain of M2. Greater than 90% of the cells express M2 at the cell 
surface (Fig 2B and E). The total amount of mutant M2 expressed in the stable cell lines 
was comparable to a control cell line expressing wildtype M2 protein (Fig1A and D) as 
was the amount of M2 expressed at the cell surface (data not shown). 
M2 proteins with altered CRAC motifs are able to complement M2 deficient 
viruses. The M2 protein plays several roles in the virus life cycle and altering any of 
these functions can drastically reduce virus replication and fitness (12, 19, 20, 36). The 
ability of stably expressed M2 to complement M2 deficient viruses has been previously 
used to study mutations in M2 which may prevent the rescue of recombinant viruses (2, 
19, 20, 37). To determine if M2 proteins with mutations in the CRAC motif are able to 
complement M2 deficient viruses, stable cell lines expressing M2 were infected with 
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viruses which contain a stop codon in their M2 gene (M2Stop viruses). Neither alteration 
of the CRAC motif (Fig 2C) nor completion of the CRAC motif (Fig 2F) resulted in a 
statistically significant change in the production of infectious virus when compared to wt 
M2, indicating all the mutated M2 proteins are fully functional in this assay. 
Alteration of M2 CRAC motif does not affect the replication of recombinant 
influenza A viruses in tissue culture. In order to confirm that mutation of the CRAC 
motif in the M2 protein does not affect virus replication, recombinant viruses were 
generated which encode M2 proteins with mutations in the CRAC motif (Figure 1). 
Infection of MDCK cells with these viruses results in a similar level of cell surface M2 as 
determined by flow cytometry (Fig 3A and D). Multistep growth curves in MDCK (Fig 
3B and E) and the human lung adenocarcinoma, CaLu-3 cells (Fig 3C and F) results in no 
statistically significant changes in either replication kinetics or peak infectious virus 
titers, indicating the recombinant viruses with altered M2 CRAC motifs maintain the 
ability to replicate in these cell lines. 
Many primary and some laboratory-adapted influenza A virus strains produce 
filamentous particles, including rUd, while most laboratory-adapted influenza A virus 
strains, such as rWSN, produce spherical particles (22, 29, 30). In order to determine if 
completion of the CRAC motif in Ud M2 affects the ability of recombinant virus to 
produce filamentous particles, confocal microscopy was performed to compare the 
number of infected cells which produce filaments. Filaments formed by both rUd M2 
F54R and wildtype were similar in appearance (Fig 4A and B) and the number of 
infected cells showing filaments was not significantly different (Fig 4C). Additionally, 
like wildtype rWSN, rWSN M2 R54F and rWSN M2 delCRAC failed to formed 
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filaments on the surface of infected cells (data not shown). In order to determine if the 
filamentous virus particles were similar in size and structure, transmission electron 
micrographs were taken of infected MDCK cells. The rUd virus encoding M2 F54R was 
able to produce filamentous particles like wildtype virus (Fig 4D and E). Together, this 
data indicates that completion of the CRAC motif does not alter the ability of influenza 
virus to produce filamentous virus particles. 
Virion protein composition of recombinant viruses encoding M2 CRAC 
mutants. In order to investigate the requirement of the CRAC motif for incorporation of 
viral proteins into virions, virus particles were collected and concentrated through a 20% 
sucrose cushion by ultracentrifugation. Virus pellets were resuspended and the amount of 
incorporated viral proteins was determined by Western blot (Fig 5A and B). Relative 
amounts of full length M2 and total M2 were quantified from replicate experiments. Total 
M2 incorporated into either CRAC altered or CRAC completed recombinant viruses was 
not statistically different from wildtype (Fig 5C and D). There was a statistically 
significant decrease in the amount of truncated M2 protein incorporated into rWSN M2 
R54F virions. The truncated form of M2 is thought to be generated via cleavage by 
caspases at the C-terminus of M2 but this cleavage does not appear to affect viral 
replication (46, 47). Additionally, HA, NP, and M1 were incorporated into virus particles 
at levels indistinguishable from wildtype M2when the CRAC motif was altered or 
completed (Fig 5A and B; data not shown).  
Decreased morbidity and mortality in mice infected with recombinant 
viruses expressing M2 CRAC mutants. Some M2 mutations have been shown to have 
no effect in vitro but display decreased in vivo pathogenesis (7, 41, 42). In order to 
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determine if mutation of the M2 CRAC motif affects in vivo pathogenesis, mice were 
infected with rWSN viruses expressing the wildtype M2, M2 R54F, or M2 delCRAC. 
When intranasally inoculated with 103 TCID50, mice infected with all viruses displayed 
similar survival (Fig 6A). When mice were infected with 105 TCID50 of virus, rWSN 
caused significantly more mortality compared to rWSN M2 R54F and rWSN M2 
delCRAC (Fig 6B). The median time of death for rWSN (7 days) and rWSN M2 R54F 
(11 days) differed as well. Change in body mass induced by infection with 103 TCID50 of 
either rWSN or rWSN M2 R54F was more significant than that induced by rWSN M2 
delCRAC (Fig 6C). Mice infected 105 TCID50 of the viruses did not display significant 
differences in loss of body mass over the first 6 days of infection, despite the decreased 
mortality of mice infected with the CRAC altered recombinant viruses (Fig 6D). 
Infection of mice with 105 TCID50 of rUd M2F54R did not result in a significant increase 
in virus replication or morbidity when compared to rUd, suggesting that restoration of the 
complete CRAC domain did not enhance in vivo replication of rUd (data not shown). 
This data indicates that elimination of the M2 CRAC motif leads to a modest attenuation 
of virus virulence in the mouse model of infection despite no obvious defects in in vitro 
virus replication. 
 Alteration of the M2 CRAC motif does not affect replication of recombinant 
influenza A viruses in mTEC cultures. Given the discrepancy between the ability of the 
recombinant viruses to replicate in tissue culture cells and their attenuation in the mouse 
model of infection, we investigated whether virus infection of mTEC cultures would 
better reflect the in vivo virus phenotypes. These primary cell cultures are differentiated 
into cell types normally found in the mouse trachea and therefore represent a faithful 
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tissue culture surrogate for virus infection of the airways (11, 24, 27). There was no 
statistically significant difference in the replication of the mutant viruses in mTEC 
cultures as compared to the corresponding wildtype virus (Fig 7), suggesting that 
replication in mTEC cultures was not compromised by altering the CRAC motif. 
 
Discussion  
This study sought to investigate the role of the CRAC motif found in the M2 
protein of two influenza A virus strains. The R54F mutation in the WSN M2 protein was 
made to mimic the amino acid found at that residue in Ud M2. The rWSN M2 R54F 
mutant virus still contains a putative consensus CRAC sequence because it has another 
basic amino acid at residue 56. This could explain why this virus has an intermediate 
change in virulence when compared to rWSN and rWSN delCRAC. Mutation of WSN 
M2 to either R54F or delCRAC leads to no changes in virus replication in vitro. 
Likewise, completion of the CRAC motif in the Ud M2 protein also has no effect on 
virus replication in MDCK cells, CaLu-3 cells, or in mTEC cultures. Together, this 
suggests that the CRAC motif is not required for in vitro replication of influenza A virus.  
 Even though the CRAC motif is not essential for in vitro virus replication, 
mutation of the motif resulted in decreased morbidity and mortality when mice were 
infected with a virus lacking the CRAC motif. The decreased pathogenesis of mutants 
may suggest that the CRAC motif of the M2 protein may be a virulence determinant in 
that it is not required for in vitro virus replication but is critical for efficient virus 
infection in animal models. It is also possible that presence of a complete CRAC motif in 
M2 protein contributes to virus infection of other cell types such as alveolar epithelial 
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cells or macrophages. Rossman et al. recently demonstrated that amino acids outside of 
the CRAC domain contribute to the cholesterol binding of M2 and mutation of these 
amino acid sequences leads to decreased in vitro replication (31). The M2 protein only 
showed cholesterol binding activity in the context of a virus infection and changes at 
multiple amino acids that line the hydrophobic face of a membrane proximal alpha helix 
of the protein were demonstrated to be critical for in vitro virus replication. This suggests 
that the CRAC motif in and of itself, is not required for influenza virus replication in 
vitro, a fact supported by our data.  
The cytoplasmic tail of M2 has been implicated in the stabilization of the open 
state of the M2 ion channel (33, 38), virion incorporation of M1 and vRNP (12, 19, 20), 
virus morphology (12), and virus infectivity (2, 12, 19, 20, 36). Although the 
transmembrane domain of M2 has been studied by NMR and crystallography, the 
structure of the cytoplasmic domain is less well understood (33, 35). The structure of 
residues 45-60 of the M2 cytoplasmic tail has been determined by NMR in concert with 
the transmembrane domain (33), but the structure of the entire cytoplasmic tail has yet to 
be determined. Residues 47-50 form a short, flexible loop linking the transmembrane 
domain to a C-terminal amphipathic helix (residues 51-59) that forms a stable “base” 
important for holding the tetramers together during the conformational changes 
associated with ion channel activation. The CRAC domain and a site for palmitoylation 
(Ser 50) fall into these regions and it has been speculated that these modifications may 
stabilize the interaction of the M2 cytoplasmic tail with lipid membranes (33). 
Elimination of the CRAC motif or the M2 palmitoylation site (7) does not alter virus 
replication in vitro, but does yield viruses that are attenuated in the mouse model of 
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infection. This data argues against a critical role for these two sequences in virus 
replication, though both sequences are essential for maintaining virus virulence in vivo. 
While these sequences may be dispensable for virus replication, this does not imply that 
this region of the M2 protein is not important for M2 function either as a structural motif, 
or through properties as yet undefined.  
 The CRAC motif in the M2 protein is not required for incorporation of M2 into 
virions, nor does it affect the incorporation of other viral proteins. Alternate methods 
mediating the incorporation of M2 into virions must therefore exist. One study suggests 
that the ectodomain of M2 can drive a foreign protein to be incorporated into influenza A 
virus particles (26) but there are no known interactions between the M2 ectodomain and 
the ectodomains of the other viral glycoproteins. The mechanism by which a limited 
amount of M2 is incorporated into virus particles despite the high amounts of M2 located 
in the plasma membrane but not in the same membrane microdomains as the 
glycoproteins remains to be determined. 
 
Materials & Methods 
Plasmids. The plasmid pCAGGS (25) was used for M2 expression in mammalian 
cells. A plasmid expressing the M2 cDNA from influenza A/Udorn/72 (Ud M2) has been 
described previously (20). The M2 coding region from influenza A/WSN/33 (Genebank 
Accession number ABF21317) was amplified by RT-PCR and cloned as described 
previously for M2 Ud (18). A WSN M2 cDNA encoding a protein sensitive to the 
antiviral drug amantadine was constructed by changing the amino acid at position 31 
from arginine to serine (N31S) (36). All M2 mutations were introduced into the 
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expression plasmids by overlap extension PCR and the sequences of the mutated 
plasmids were confirmed. Primer sequences are available upon request.  
 The pBABE plasmid, which expresses puromycin N-acetyltransferase, was used 
to generate stable cell lines expressing mutant M2 proteins as previously described (21). 
 In order to generate recombinant influenza viruses expressing M2 proteins with 
altered CRAC motifs, mutations were introduced into the pHH21 M segment plasmids 
via site-directed mutagenesis (Stratagene). The sequence of the entire M segment of the 
resulting plasmid was confirmed. 
Cells. Madin-Darby canine kidney (MDCK) cells, human lung adenocarcinoma 
(CaLu-3) cells (ATCC HTB-55), and human embryonic kidney (293T) cells (36) were 
cultured in Dulbecco’s modified Eagle medium (DMEM) supplemented with 10% fetal 
bovine serum (FBS, Atlanta Biologicals), 100U/mL penicillin (Invitrogen), 100μg/mL 
streptomycin (Invitrogen), 1mM sodium pyruvate (Sigma), and 2mM GlutaMAX 
(Invitrogen). Cells were maintained at 37°C in a humidified 5% CO2 environment. 
Generation of stable cell lines. MDCK cells stably expressing M2 proteins were 
generated as described previously (20). Briefly, MDCK cells were cotransfected in 
suspension with 1μg pCAGGS M2 expression plasmid and 0.5μg pBABE puromycin 
expression plasmid using 9μL of Lipofectamine 2000 (Invitrogen) as per the 
manufacturer’s protocol. Cells were plated into 6 well plates, selected using 7.5μg/mL 
puromycin dihydrochloride (Sigma), and single colonies were isolated and expanded. 
Expression of M2 was confirmed by indirect immunofluorescence staining of surface M2 
using monoclonal antibody (MAb) 14C2. M2 expressing cells were maintained with 5μM 
amantadine hydrochloride (Sigma). 
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 Viruses. The viruses used in this study were rWSN and rUd (recombinant 
versions of A/WSN/33 and A/Udorn/72, respectively). Viruses were generated using a 
12-plasmid rescue system described previously (19, 20, 23, 36). The entire coding region 
of the M segment sequence of all rescued viruses was confirmed. There were no 
discernable differences in plaque size or morphology between any of the recombinant 
viruses (data not shown).  
 Virus growth curves were performed at a multiplicity-of-infection (MOI) of 
~0.001. For complementation assays, MDCK cells expressing mutant M2 proteins were 
infected with recombinant viruses that were functionally deleted for the expression of M2 
(M2stop viruses) as described previously (19). For recombinant viruses, mutant M2-
expressing viruses were used to infect MDCK or CaLu-3 cells. Cells were infected by 
twice washing confluent 6 well plates of MDCKs with phosphate buffered saline (PBS, 
Invitrogen) then infecting with the indicated viruses in 500μL infectious media (DMEM 
supplemented with 5% bovine serum albumin (BSA, Calbiochem), 100U/mL penicillin, 
100μg/mL streptomycin, 2mM GlutaMAX, and 4μg/mL N-acetyl trypsin (NAT, Sigma)) 
at room temperature with rocking for 1hr. Cells were then washed twice with PBS and 
incubated with 500μL infectious media. Media was removed and replaced with fresh 
media at the indicated timepoints. Infectious virus titers were quantified by determining 
the 50% tissue culture infectious dose (TCID50) on MDCK cells (for M2-expressing 
viruses) or MDCK cells expressing WSN M2 N31S (for M2Stop viruses). Media lacking 
trypsin was used for infection of CaLu-3 cells. Standard error of the mean is graphed 
from infections done in duplicate or triplicate. The experiments were repeated at least 
twice and one representative example is graphed. 
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 For microscopy, MDCK cells were grown to confluency on tissue culture treated 
glass coverslips and media changed every 2 days. Four days after confluence, cells were 
washed twice with PBS, infected with 500,000 TCID50 (~0.9 MOI) of the indicated virus 
in 500μL medium for 1 hr at room temperature. Cells were then washed, the media was 
replaced and the cells incubated at 37C for 15 hours. 
Virus purification. Virus particles were isolated from the supernatants of MDCK 
cells infected at an MOI of 5 for 15hr. Cell debris was removed by centrifugation at 1,900 
g for 10min at 4°C. Virus particles were then concentrated through a 20% sucrose 
cushion with centrifugation at 118,000 g in a TH641 rotor (Sorval) for 1hr at 4°C. Virus 
pellets were resuspended in 100μL PBS and mixed 1:1 in 2x SDS-PAGE sample buffer. 
SDS-PAGE and Western Blotting. MDCK cells were lysed in 1% SDS (Fisher 
Scientific) in PBS and mixed 1:1 in 2X SDS-PAGE sample buffer. Polypeptides were 
resolved on 17.5% polyacrylamide gel with 4M urea and transferred to polyvinylidene 
difluoride membranes (PVDF, Millipore). Membranes were blocked with PBS containing 
0.3% Tween-20 (Sigma) and 5% dry milk, incubated 1hr RT with primary antibody, 
washed three times with PBS with 0.3% Tween-20, incubated 1hr RT with secondary 
antibody, and washed four times with PBS containing 0.3% Tween-20. The primary 
antibodies used were mouse α-M2 14C2 MAb (1:1,000 dilution) (44), mouse α-M1 HB-
64 MAb (1:100 dilution) (20, 43), mouse α-NP HB-65 MAb (1:100 dilution) (20, 43), 
goat α-A/Udorn/72 serum (1:500 dilution) (45), or goat α-HA0 A/PR/8/34 (1:500 
dilution, V-314-511-157; National Institute of Allergy and Infectious Diseases). 
Secondary antibodies were goat α-mouse immunoglobulin G (IgG) conjugated to 
AlexaFluor 647 (4μg/mL, Invitrogen), donkey α-mouse IgG conjugated to AlexaFluor 
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647 (4μg/mL, Invitrogen), donkey α-goat IgG conjugated to AlexaFluor 647 (4μg/mL, 
Invitrogen). Membranes where then scanned using an FLA-5000 (FujiFilm), samples 
were normalized to total M1 and M2 expression relative to wild type protein was 
determined.  Structural proteins and oligomeric forms of M2 are indicated.  
Flow Cytometry. Cells were removed from the tissue culture plates with trypsin 
treatment. The trypsin was inactivated with serum containing media and cells were 
washed once with PBS and incubated on ice for 30min, in the presence of blocking buffer 
(PBS supplemented with 0.5% BSA and 3% normal goat serum (NGS, Sigma)). Cells 
were then incubated for 1hr on ice with an antibody that recognizes the M2 ectodomain 
(14C2 MAb, 1:1000 dilution), washed three times with PBS, incubated with goat α-
mouse IgG conjugated to AlexaFluor 488 (4μg/mL, Invitrogen) for 1hr on ice, and 
washed three times with PBS. Cells were then fixed with 1% formaldehyde (Fisher 
Scientific) in PBS for 15min at room temperature. The cells were analyzed on a 
FACSCalibur (Beckton Dickinson) and quantified using FlowJo software (Tree Star). All 
antibody dilutions were made in blocking buffer.  
Microscopy. The cells were treated as for flow cytometry except antibodies were 
goat α-H3 sera raised against A/Aichi/2/68 (1:500 dilution, V-314-591-157; National 
Institute of Allergy and Infectious Diseases) and donkey α-goat IgG conjugated to 
AlexaFluor 555 (4μg/mL, Invitrogen). After incubation with antibodies, the cells were 
fixed with 2% paraformaldehyde (Sigma) in PBS for 15min at room temperature, washed 
twice with PBS, then mounted on slides using ProLong Gold anti-fade (Invitrogen). 
Samples were imaged on a Nikon Eclipse 90i microscope. For quantification, 10 or 20 
images of random fields of view were taken with a 20x objective in two separate 
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experiments. For each image, the number of infected cells and cells with filaments were 
counted and used to determine the percentage of infected cells expressing filaments. Data 
from one representative experiment is shown. For high magnification images, Z-sections 
were taken at 0.3μm intervals on a Leica 510 Meta LSM confocal microscope using a 
100x oil-immersion lens. Volocity 3D imaging software (Improvision) was used to 
analyze and flatten Z-sections. 
Transmission Electron Microscopy. MDCK cells were grown to confluency in 
3.5cm dishes and infected at an MOI of ~5 with either rUd or rUd M2 F54R. At 10hpi, 
cells were washed twice with PBS and fixed with 2mL of fresh fixative (2% 
glutaraldehyde, 0.1M cacodylate, 3% sucrose, and 3mM CaCl2 in PBS pH7.4) overnight 
at 4°C. Cells were post-fixed with 1% osmium tetroxide reduced in potassium 
ferrocyanide for 1 hr at 4°C. After fixation, cells were stained en bloc with a 2% aqueous 
solution of uranyl acetate and dehydrated in graded ethanol. Embedding was done in 
Eponate 12 Resin (Ted Pella). Thin sections (70-90nm) were cut on a Reichert-Jung 
Ultracut E and placed on 200 mesh copper grids. The sections were stained with uranyl 
acetate and lead citrate and viewed on a Hitachi 7600 TEM with an AMT digital camera. 
Infection of BALB/c mice. Six to 8-week old female BALB/c mice (Charles 
River) were used as described previously (24, 42). Mice were anesthetized and 
administered an intranasal inoculation of 103 or 105 TCID50 of rWSN, rWSN M2 R54F, 
or rWSN M2 delCRAC virus diluted in 20μL DMEM supplemented with 100U/mL 
penicillin, 100μg/mL streptomycin, and 4μg/mL NAT. Animals were monitored for 14 




Infection of mTEC cultures. Mouse tracheal epithelial cells (mTECs) were 
harvested, isolated, and differentiated as described previously (10, 24). Cultures were 
infected via the apical chamber with 3,300 TCID50 in 100μL of media, ~0.01 MOI 
assuming all cells are susceptible to infection. After 1hr, apical supernatants were 
removed and replaced with fresh media. At the indicated hpi, apical and basolateral 
supernatants were removed and replaced with fresh media. Throughout the infection, 
infectious media without NAT was used. Infectious virus titers were quantified at 
indicated times as above. Standard error of the mean is graphed from infections done in 
duplicate. 
Statistical Analysis. Infectious virus production and body mass changes were 
analyzed using mixed ANOVAs with time and virus as the independent variables. Protein 
concentrations and differences in the percentage of cells with filaments were calculated 
using t-tests. Mean day of death was determined by logrank test. Significant interactions 
were further evaluated using the Tukey method for pairwise multiple comparisons. 
Statistically significant differences of p<0.05 (*) or p<0.01 (**) are indicated and all 
analyses were done with Prism 4.0 (GraphPad Software Inc.).  
 
Acknowledgements  
We acknowledge the Johns Hopkins Bloomberg School of Public Health Becton 
Dickinson Immune Function Laboratory for flow cytometry assistance, Carol Cooke 
from the Dept. of Cell Biology Microscope Facility at the Johns Hopkins University 
School of Medicine for assistance with TEM, and the members of the Pekosz laboratory 
for insightful comments and discussions. 
75 
 
This study was supported by T32 GM007067 (SMS), AI053629 (AP), the 






Figure 1. Sequence alignment of M2 residues 46-56. The amino acids that define the 
CRAC motif are in bold and substitutions that disrupt or complete the consensus are 
indicated. An asterisk indicates no change in sequence. The rWSN M2 R54F mutant still 
contains a potential CRAC consensus sequence due to the presence of another basic 
amino acid at position 56. 
 
Figure 2. Expression and function of M2 proteins with modified CRAC motifs. (A 
and D) MDCK cells expressing the indicated M2 proteins were analyzed by Western 
blotting to detect disulfide linked oligomeric forms of the M2 protein. Monomers, dimers 
and trimers are indicated and some higher order oligomers can be detected. (B and E) The 
number of cells expressing M2 at the cell surface was quantified by flow cytometry from 
the indicated stably transfected MDCK cell lines. (C and F) The ability of the indicated 
stably transfected MDCK cells to complement infection with a recombinant influenza 
virus that does not encode the full length M2 protein was assessed by infecting the cells 
with the indicated recombinant virus and quantifying infectious virus production at 
various hours post infection (hpi). The average and standard error of the mean are 
graphed. The standard error is smaller than the size of the individual points. The limit of 
detection is marked by a dotted line. Proteins or recombinant viruses based on the rWSN 




Figure 3. The effects of altering the CRAC motif on replication in tissue culture. (A 
and D) MDCK cells were infected with the indicated viruses at an MOI of ~3 and the cell 
surface expression of M2 protein was measured by flow cytometry at 15 hours post 
infection (hpi). The relative expression of M2 represents the mean channel fluorescence 
of the indicated infected cells divided by the mean channel fluorescence of the wildtype 
infected cells. MDCK (B and E) or CaLu-3 (C and F) cells were infected at an MOI of 
~0.001 with the indicated recombinant viruses. At the indicated hpi, infected cell 
supernatants were harvested and the number of infectious virus particles determined by 
TCID50 assay. Data points represent the average and standard error of the mean. The 
horizontal dotted line is the limit of detection. 
 
Figure 4. The effects of completing the CRAC motif on formation of filamentous 
virus particles. MDCK cells were infected with 500,000 TCID50 (~0.9 MOI). At 15hpi, 
immunofluorescence staining was performed for HA and visualized by confocal 
microscopy. Confocal Z-sections (taken with a 100x objective) of rUd (A) or rUd M2 
F54R (B) infected cells were flattened and show viral filaments for both viruses. The 
percentage of infected cells showing filaments was determined from 10-20 images taken 
with a 20x objective on an epifluorescence microscope (C). One representative 
experiment is shown. For TEM, MDCK cells were infected at an MOI of ~5. Samples 
were processed for transmission electron microscopy at 10 hpi. Cells were infected with 
rUd (D) or rUd M2 F54R (E). Arrows indicate microvilli, solid arrowheads indicate 
filamentous virus particles, and empty arrowheads mark either spherical virus particles or 
cross-sections of filamentous virus particles. 
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Figure 5. The effects of altering the CRAC motif on incorporation of structural 
proteins. MDCK cells were infected with the indicated viruses at an MOI of 5. At 15hpi, 
virus particles were collected and concentrated through a 20% sucrose cushion at 118,000 
g for 1hr. Virus pellets were resuspended and incorporation of viral proteins was 
determined by Western blot with antibodies which detect the structural proteins HA, NP, 
M1, and M2. (A and B) Representative Western blots showing incorporation of viral 
proteins into virions. (C and D) Quantification of full length M2 and total M2 from 
Western blot analysis of replicate virion incorporation assays. Increased contrast was 
used on the Western blot of virion-associated proteins to allow for detection of low 
intensity bands. Relative expression was determined by the negative log of M1 
normalized data. Recombinant viruses based on the rWSN (A and C) or rUd virus strains 
(B and D) were used. * = p<0.05. 
 
Figure 6. Mortality and morbidity of mice infected with recombinant influenza 
A/WSN/33 viruses encoding M2 proteins with altered CRAC motifs. Mice were 
administered an intranasal dose of 103 (A and C) or 105 (B and D) TCID50 of the 
indicated viruses and monitored for 14 days post infection (dpi). (A and B) Mortality and 
(C and D) morbidity associated with infection, as judged by loss of starting weight. Data 
points indicate the average and standard deviation. Significant differences in (B) are 
between the CRAC altered viruses and rWSN while in (C) the differences are between 




Figure 7. The effects of altering the CRAC motif on replication in mouse tracheal 
epithelial cell (mTEC) cultures. mTEC cultures were infected with 3300 TCID50 (~0.01 
MOI) of the indicated recombinant viruses in the rWSN (A) or rUdorn (B) genetic 
backgrounds. At the indicated hpi, infected cell supernatants were harvested and the 
number of infectious virus particles determined by TCID50 assay in MDCK cells. Data 
points represent the average and standard error of the mean. The horizontal dotted line is 


























Figure 1. Sequence alignment of M2 residues 46-56.  
  
Ectodomain TMD Cytoplasmic Tail
WSN M2 LFFKCIYRRFK    +
WSN M2 R54F L*****Y*F**   +/-
Ud  M2 F54R L*****Y*R*E    +
Ud  M2 L*****Y*F*E    -
WSN M2 delCRAC  A*****A*A**    -
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Figure 6. Mortality and morbidity of mice infected with recombinant influenza 
A/WSN/33 viruses encoding M2 proteins with altered CRAC motifs. 
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Figure 7. The effects of altering the CRAC motif on replication in mouse tracheal 
epithelial cell (mTEC) cultures.   
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Mutations in the membrane proximal region of the influenza A virus M2 protein 
cytoplasmic tail have modest effects on virus replication 
 
 
This chapter is reprinted here essentially as published. 
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 Influenza A virus encodes M2, a proton channel that has been shown to be 
important during virus entry and assembly. In order to systematically investigate the role 
of the membrane proximal residues in the M2 cytoplasmic tail on virus replication, we 
utilized scanning and directed alanine mutagenesis in combination with trans-
complementation assays and recombinant viruses. The membrane proximal residues 46-
69 tolerated numerous mutations with little, if any, affect on virus replication suggesting 
that protein structure, rather than individual amino acid identity in this region, may be 





 Influenza A virus is a member of the Orthomyxovirdae family whose genome 
consists of 8 negative-sense RNA segments which encode 10 or 11 proteins. The highly 
conserved integral membrane protein M2 is encoded by segment 7 via a spliced mRNA, 
consists of 97 amino acids, and forms disulfide-linked tetramers which have a pH-gated, 
proton-selective ion channel activity. M2 is a type III integral membrane protein with an 
extracellular amino-terminus and intracellular carboxy-terminus. M2 is required during 
virus entry, where it translocates protons into the virion interior which allows for the 
dissociation of viral ribonucleoprotein complexes (vRNPs) from the site of virus-cell 
membrane fusion, thereby allowing vRNP transport to the nucleus (12, 18, 26). M2 is 
also required during virus assembly where its cytoplasmic tail is required for proper 
incorporation of vRNPs into budding virions (9, 19, 20). The M2 protein and a peptide 
corresponding to an amphipathic helix in the membrane proximal cytoplasmic tail of the 
protein, have been shown to induce membrane curvature and scission in unilamellar 
vesicles and were suggested to be necessary for membrane scission and virion release 
(31). However, virus-like particles (VLPs) (3, 4, 8, 15, 17, 39) and virions (6, 9, 13) can 
be released in the absence of M2. 
Various deletions and mutations in the M2 protein, and in particular the 
cytoplasmic tail, attenuate influenza A virus replication significantly (9, 14, 19, 20) and 
can be complemented with full length M2 expressed in trans (3, 9, 19, 20, 35). Residues 
within the cytoplasmic tail form a canonical cholesterol-binding motif (CRAC) and have 
been shown to mediate cholesterol binding in purified bacterially expressed protein and 
during virus infection but not when expressed alone in mammalian cells (30, 33, 37). 
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Mutation of residues within the CRAC motif caused no defect in virus replication in 
tissue culture but a slight attenuation of virus in vivo (35). Although structural studies 
have not been performed on the full-length M2 sequence, NMR studies on peptides 
corresponding to the transmembrane domain and portions of the cytoplasmic tail reveal 
that residues adjacent to the transmembrane domain form an amphipathic helix (25, 32, 
34).  
 To systematically investigate the role of the membrane proximal residues (amino 
acids 46-69) in the M2 cytoplasmic tail on virus replication, we substituted alanine 
residues at a number of positions and assessed M2 protein function with a trans-
complementation assay and reverse genetics. We show that the residues 46-69 tolerate 
numerous mutations with little, if any, attenuation of virus replication in both 
complementation assays and growth curves of recombinant viruses. Therefore, despite 
being highly conserved and forming a stable structure, this region can tolerate a high 
number of amino acid substitutions without significantly affecting influenza A virus 
replication. 
 
Materials and Methods 
Plasmids. The plasmid pCAGGS (24) M2Ud expressing the M2 cDNA from 
influenza A/Udorn/72 has been described previously (20). All M2 mutations were 
introduced into the expression plasmid by overlap extension PCR (35). The pHH21 M 
segment plasmid, which encodes the entire M segment used for generating recombinant 
viruses (20), was mutated via QuikChange Site-Directed Mutagenesis (Stratagene) (35). 
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All inserts in mutant plasmids were confirmed by sequencing. Primer sequences are 
available upon request. 
Cells.  Madin-Darby canine kidney (MDCK) cells were cultured in Dulbecco’s 
modified Eagle medium (DMEM, Sigma) supplemented with 10% fetal bovine serum 
(FBS, Atlanta Biologicals), 100U/mL penicillin (Invitrogen), 100µg/mL streptomycin 
(Invitrogen), 1mM sodium pyruvate (Sigma), and 2mM GlutaMAX (Invitrogen). Cells 
were maintained at 37°C in a humidified 5% CO2 environment. 
MDCK cells stably expressing wildtype M2Ud or M2WSN N31S have been 
described previously (9, 35). The N31S mutation conveys amantadine sensitivity to the 
M2 protein encoded by influenza A/WSN/33 (11, 36). The pBABE plasmid, which 
expresses puromycin N-acetyltransferase (21) was used to generate MDCK cells stably 
expressing mutant M2 proteins as described previously (35). Cells expressing M2 
proteins were maintained with 5µM amantadine hydrochloride (Sigma) and 7.5µg/mL 
puromycin dihydrochloride (Sigma). 
Viruses. The wildtype viruses used in this study, rUd and rWSN (recombinant 
versions of A/Udorn/72 [H3N2] and A/WSN/33 [H1N1]), as well as viruses encoding 
functional deletions of the M2 open reading frame, have been described (20, 22, 36). 
Recombinant viruses were generated using a 12-plasmid rescue system described 
previously (19, 20, 22, 36). Recombinant viruses expressing mutant M2 proteins were 
generated as described (9), by replacing the pHH21 M segment plasmid with one 
encoding the indicated mutant M2 open reading frame. Viruses expressing mutant M2 
proteins were plaque purified and grown in MDCK cells stably expressing M2WSN 
N31S in order to alleviate any selective pressure on the virus to revert the M2 mutations. 
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The entire coding region of the M segment of all rescued viruses was confirmed by 
sequencing. 
Virus infections. Multi-step virus growth curves were performed at a multiplicity 
of infection (MOI) of 0.001 50% tissue culture infectious doses (TCID50) per cell. For 
complementation assays, MDCK cells expressing mutant M2 proteins were infected with 
recombinant viruses that do not encode the full-length M2 protein (M2Stop viruses) as 
described (19). For recombinant viruses, mutant M2-expressing viruses were used to 
infect MDCK cells. Cells were infected by twice washing confluent 12-well plates with 
phosphate-buffered saline with calcium and magnesium (PBS+, Invitrogen) then 
infecting with the indicated viruses in 250µL infectious media (DMEM supplemented 
with 0.5% bovine serum albumin (BSA, Sigma), 100U/mL penicillin, 100µg/mL 
streptomycin, 1mM sodium pyruvate, 2mM GlutaMAX, and 4µg/mL N-acetyl trypsin 
(NAT, Sigma)) at room temperature with rocking for 1hr. Cells were then washed twice 
with PBS+ and incubated with 500µL infectious media at 37°C. At indicated times, 
media was removed, stored at -80°C, and replaced with fresh media. Infectious virus 
titers were determined by TCID50 assay on MDCK cells expressing M2WSN N31S. 
 High MOI infections (MOI 0.5 or MOI 5) were performed using the protocol for 
multi-step growth curves with the exception that both NAT and BSA were omitted during 
all steps of infection. For protein expression studies, the media was removed at 16hpi and 
cells were processed for Western blot analysis. For virion composition, the cell lysates 
and supernatants were collected at 12hpi. Cell debris was removed from supernatants by 
centrifugation at 1300g for 10 min at 4 °C. Virus particles were then concentrated 
through a 35% sucrose cushion with centrifugation at 182,000g in a Sorvall TH-641 rotor 
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for 1 h at 4 °C. Virus pellets were resuspended in 200 μL PBS, mixed 3:1 in 4xSDS–
PAGE sample buffer, and analyzed along with the cell lysates by Western blot analysis. 
Plaque assay.  Plaque assays were carried out by infecting confluent 6-well plates 
of MDCK cells with indicated viruses serially diluted in infectious media. Cells were 
washed twice with PBS+, infected with 250µL of virus dilutions for 1hr at room 
temperature with rocking, the inoculums were aspirated, and cells were overlaid with 
DMEM (Invitrogen) containing 1% agarose (Invitrogen), 0.5% BSA, 100U/mL 
penicilillin, 100µg/mL streptomycin, 2mM GlutaMAX, and 4µg/mL NAT. After 
overlays had solidified, the cells were incubated at 37°C for 3 days. Cells were then fixed 
with 4% formaldehyde (Fisher Scientific) in PBS for 1hr at room temperature and stained 
with a Naphthol Blue Black solution overnight. Individual plaque diameters were 
measured from scanned images using ImageJ (NIH).  
Microscopy.  MDCK cells were grown to confluency on tissue culture treated 
glass coverslips (Fisher Scientific) in 12-well plates and media was changed every 2 
days. Four days after confluence, cells were infected with 500,000 TCID50 per well (MOI 
~0.9) in 500µL of infectious media as per high MOI infections above and incubated at 
37°C. At 15hpi, the cells were incubated on ice for 15min, washed twice with cold PBS+, 
and blocked for 30min on ice in PBS with 0.5% BSA and 3% normal goat serum 
(Sigma). Surface staining was performed for 1hr on ice in blocking solution containing 
goat anti-H3 sera raised against A/Aichi/2/68 (1:500 dilution, V-314-591-157; National 
Institute of Allergy and Infectious Diseases). Cells were then washed 3 times with cold 
PBS+, fixed for 10min with 2% paraformaldehyde (Sigma) in PBS at room temperature 
(RT), and incubated 1hr at RT with blocking solution containing donkey anti-goat IgG 
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conjugated to AlexaFluor 555 (4µg/mL, Invitrogen). Cells were then washed twice with 
PBS+ and mounted on slides using ProLong Gold anti-fade (Invitrogen). 
 Samples were imaged on a Nikon Eclipse 90i epifluorescence microscope. 
Twenty non-overlapping images were taken of each sample using a 20x objective. For 
each image, the total number of infected cells and cells expressing filaments were 
counted and used to determine the percentage of infected cells expressing filaments. 
TCID50 assay. MDCK cells expressing M2WSN N31S were plated in 96-well 
plates. When confluent, cells were washed twice with PBS+, infected with 100µL of 
virus serially diluted in infectious media, and incubated for 4 days at 37°C. Cells were 
then fixed by adding 50µL of 4% formaldehyde in PBS, stained with a Naphthol Blue 
Black solution, and scored for cytopathic effect. The 50% tissue culture infectious dose 
(TCID50) was calculated by the method of Reed and Muench (27). 
SDS-PAGE and Western blotting.  Cells were lysed in 1% SDS (Fisher 
Scientific) in PBS and mixed 1:1 in 2x SDS-PAGE sample buffer. Purified virus particles 
were mixed 3:1 with 4x SDS-PAGE sample buffer. Sample buffer for samples analyzed 
for total expression contained the reducing agent DTT while samples analyzed for 
oligomerization did not. Proteins were resolved on 17.5% polyacrylamide gel with 4M 
urea and transferred to polyvinylidene difluoride membranes (PVDF-FL, Millipore). 
Wash buffer contained PBS with 0.3% Tween-20 (Sigma) and block buffer was wash 
buffer with 5% dry milk added. Membranes were blocked for 30min at RT, incubated 2hr 
RT with primary antibody, washed three times each for 5min, incubated 1hr RT with 
secondary antibody, and washed four times each for 5min. Primary and secondary 
antibodies were diluted in block buffer. The primary antibodies used were a mouse anti-
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M2 14C2 MAb (1:500 dilution) (40), goat anti-A/Udorn/72 (1:500 dilution) (41), and a 
mouse anti-β-actin AC-15 MAb (1:10,000 dilution, Abcam). The AlexaFluor 647 
conjugated secondary antibodies used were a goat anti-mouse immunoglobulin G (IgG), a 
donkey anti-goat IgG, and a donkey anti-mouse IgG (all 1:500 dilution, Invitrogen). For 
visualization, membranes were scanned using an FLA-5000 phosphorimager (FujiFilm). 
Sequence alignments. All M2 protein sequences from H1N1 and H3N2 influenza 
A virus strains (excluding pandemic 2009 H1N1 and laboratory strains) were obtained 
from the NCBI Influenza Virus Sequence Database (1). Sequences were aligned using 
ClustalW 2.0.10 (16). The percent of the sequences which encode the most conserved 
residue at each amino acid was determined using WebLogo 3 (7). 
Statistical analysis.  Plaque diameters and percentage of infected cells 
expressing filaments were compared using student t-tests. Growth curves were analyzed 
using mixed ANOVAs and Bonferroni post-tests with time and virus titer as independent 
variables in trans-complementation assays or in growth assays of recombinant viruses. 
2Statistically significant differences of *p<0.05, **p<0.01, and ***p<0.001, are 
indicated. All analyses were done with Prism 4.0 (GraphPad Software Inc.). 
 
Results 
Oligomerization and expression of mutant M2 proteins in stable cell lines. 
The membrane proximal region of the M2 protein cytoplasmic tail consists of a region 
that displays some sequence variability (amino acids 47-57) and a region that shows very 
high conservation (amino acids 58-69) among seasonal influenza A virus strains (Fig 
1A). In order to determine if residues 46-69 of the M2 protein cytoplasmic tail are 
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required for protein function, two types of alanine-substitution mutations were generated 
(Fig 1B). First, triple-scanning alanine mutations were generated across the region. 
Second, an NMR structure (34) of the M2 protein was utilized to select amino acids 
corresponding to two separate faces (M2UdCYTO and M2UdPORE) of the amphipathic 
helix within the membrane proximal region cytoplasmic tail. Figure 1C shows the 
residues 52, 53, 56, 57 and 60 of the helices which face the cytoplasm and were mutated 
to alanines in the M2UdAlaCYTO mutant. Figure 1D shows the residues 51, 54, and 55 
of the helix which face inward toward the amphipathic helixes of the other M2 peptides 
and were mutated to alanines in the M2UdAlaPORE mutant. Alanine substitutions were 
utilized in order to minimize structural perturbations on the amphipathic alpha helix 
while still assessing the role of amino acid side chains on interactions with viral or 
cellular factors.  
 Stably transfected MDCK cells were generated which express the mutant M2 
proteins. All cell lines expressed M2 above the level required to complement M2-
deficient viruses (Fig 2A) (20). Additionally, the mutations do not alter the 
oligomerization potential of M2 as determined by SDS-PAGE and Western blot analysis 
under non-reducing conditions (Fig 2B). 
M2 proteins are able to complement M2-null viruses. To study mutations 
which may be deleterious to M2 function, a complementation assay was utilized (20). 
Stably transfected MDCK cells were infected with two strains of M2-null virus, rUd 
M2Stop (Fig 3A and B) or rWSN M2Stop (Fig 3C and D) (19). Neither rUd M2Stop nor 
rWSN M2Stop are able to produce infectious virus on MDCK cells that do not express 
M2 (Fig 3). The replication of rUd M2Stop in all mutant M2-expressing cell lines was 
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not different from what was observed in wildtype M2-expressing cells (Fig 3A and B), 
indicating that all of the mutated M2 proteins were capable of supporting rUdorn virus 
replication.  
rWSN M2Stop showed a minor, but statistically significant increase in virus 
replication on cell lines expressing M2UdAla49-51 and M2UdAla67-69, while slightly 
reduced replication was observed on cell lines expressing M2UdAla46-48 and 
M2UdAlaPore (Fig 3 C and D). However, no differences at 24hpi or 48hpi were greater 
than 1 log compared to the titer of rWSN M2Stop on cells expressing wildtype M2 
protein. Despite these minor differences in replication, all cell lines expressing mutant 
M2 proteins supported high levels of replication of rWSN M2Stop, consistent with the 
data utilizing the rUd M2Stop virus (Fig 3A and B). Taken together, this suggests that the 
region of M2 from residues 46-69 is highly amenable to mutation despite being highly 
conserved. 
Replication of recombinant influenza A viruses expressing M2 alanine 
mutations. In order to further investigate the importance of M2 residues 46-69 on virus 
replication, several recombinant viruses were generated in both the rUd and rWSN 
background. Because expression of M2UdAla49-51 supported slightly greater replication 
of rWSN M2Stop at two timepoints, a recombinant virus expressing this mutant were 
generated. A virus expressing M2Ala67-69 were generated because its expression 
supported higher levels of rWSN M2Stop at 48hpi (p<0.001). Lastly, because M2 has 
been shown to interact with M1 (3, 19) and the cytosolically exposed face of the M2 
amphipathic helix could mediate interactions with M1 or other proteins, viruses were also 
generated which express M2AlaCYTO. 
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 Plaque assays were performed on MDCK cells to determine the plaque diameters 
of each recombinant virus. Recombinant viruses expressing M2Ala49-51 or M2Ala67-69 
formed smaller plaques in the rUd background but larger plaques in the rWSN 
background compared to the respective wildtype viruses (Fig 4A and C). Expression of 
M2AlaCYTO resulted in smaller plaques in rWSN but no difference in plaque diameter 
in rUd as compared to wildtype viruses. 
 The decreased plaque diameter in mutant M2-expressing rUd viruses correlated 
with the production of infectious virus at 24hpi in a low MOI growth curve (Fig 4B) but 
by 48hpi there were no differences in infectious virus production between any of the 
viruses. The ability of mutant M2-expressing rWSN viruses to form large or small 
plaques did not fully correlate with their ability to replicate in a low MOI growth curve 
(Fig 4D). rWSN expressing M2Ala49-51 formed larger plaques and had higher infectious 
virus titers at 24hpi in the multi-step growth curve as compared to wildtype virus. 
However, rWSN expressing M2Ala67-69 formed slightly larger plaques compared to 
wildtype virus but resulted in similar levels of infectious virus at both 24hpi and 48hpi. 
Additionally, expression of M2AlaCYTO in rWSN resulted in smaller plaques but more 
infectious virus at 24hpi. Interestingly, despite some statistically significant changes at 
24hpi, all mutant M2-expressing rUd and rWSN viruses formed similar amounts of 
infectious virus at 48hpi compared to their respective wildtype recombinant viruses 
suggesting that the membrane proximal region 46-69 of M2 can tolerate significant 
mutations without eliminating the ability of influenza A virus to replicate. 
Expression of M2UdAla67-69 is able to complement a recombinant virus 
expressing M2Ala67-69. Because rUd M2Ala67-69 produced less infectious virus 
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particles at 24hpi but rUd M2Stop replicated to similar levels on cells expressing 
M2UdAla67-69, the growth of rUd M2Ala67-69 was compared to wildtype rUd in 
MDCK, M2Ud-expressing, and M2UdAla67-69-expressing cells (Fig 5). In MDCK cells, 
rUd M2Ala67-69 replicate to lower titers at 12hpi and 24hpi but had formed similar 
amounts of infectious virus at 48hpi (Fig 5A). In M2Ud- or M2UdAla67-69-expressing 
cells, both viruses produced similar amounts of infectious virus particles at all times 
measured (Fig 5B). This indicates that expression of wildtype or or M2UdAla67-69 M2 
is able to rescue any potential defect in production of infectious virus at early times post 
infection. In order to determine if the level of M2 expressed by rUd M2Ala67-69 is 
equivalent to that of wt virus, high MOI infections were performed on MDCK cells. 
Expression of M2 was similar in cells infected by both viruses (Fig 5D), indicating that 
the small defect in the growth of rUd M2Ala67-69 at 12hpi and 24hpi is not due to 
decreased expression of M2 and suggests that perhaps a greater amount of M2 (either wt 
or mutated protein) is needed for this virus to replicate efficiently. 
M2 protein with alanine mutations at F47, F48, I51, Y52, and F55 is partially 
able to complement M2-deficient viruses. Rossman et al. determined that alanine 
substitution of residues F47, F48, I51, Y52, and F55 in the rUd M2 protein (M2AlaHelix, 
Fig 1B & E) resulted in a recombinant virus severely debilitated in growth (30). Given 
the limited effect of the mutations we introduced into the M2 protein on virus replication, 
we sought to compare this mutant to our M2 mutants. Stably transfected MDCK cells 
were generated which express the M2UdAlaHelix protein. The MDCK cell line 
expressing M2UdAlaHelix expressed a similar level of M2 as compared to a cell line 
expressing wildtype M2Ud (Fig 6A). Additionally, the M2UdAlaHelix mutant formed 
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oligomers as determined by SDS-PAGE and Western blot analysis under non-reducing 
conditions (Fig 6B). 
 In order to determine if constitutive expression of M2UdAlaHelix was able to 
complement M2-null viruses, MDCK or M2-expressing MDCK cells were infected at a 
low MOI and the amounts of infectious virus was determined at the indicated time post 
infection. There was a reduction in the ability of M2UdAlaHelix to complement either 
rUd M2Stop (Fig 6C) or rWSN M2Stop (Fig 6D). Both M2-null viruses grew to 
infectious virus titers approximately 1-2 logs lower on M2UdAlaHelix expressing cells 
than wild type M2-expressing cells at both 24hpi and 48hpi, which was a greater 
attenuation than that seen on any other M2-expressing cell lines analyzed. 
Recombinant influenza A virus expressing the M2UdAlaHelix protein is 
attenuated at early time points but grows to similar peak titers. Because the 
attenuation of rUd M2Stop on cells expressing M2UdAlaHelix was less than what was 
expected based on data with a recombinant virus expressing this mutant M2 protein (30), 
we generated a recombinant Ud virus expressing the M2UdAlaHelix protein to further 
characterize this mutation. Plaque assays of this recombinant, rUd M2AlaHelix, on 
MDCK cells showed significantly smaller plaques when compared to wildtype rUd (Fig 
7A). Low MOI growth curves revealed a decrease in production of infectious virus 
particles at 24hpi, but by 48hpi, rUd M2AlaHelix had produced as much infectious virus 
as recombinant wildtype rUd. Sequence analysis of the rUd M2AlaHelix virus produced 
at this timepoint demonstrated that no changes in the M-segment sequence had 
accumulated, indicating that a revertant virus had not emerged (data not shown). The 
ability of rUd M2AlaHelix to form filaments in virus-infected cells was not significantly 
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different when compared to rUd (Fig 7C). The expression levels of HA, NP, and M1 
proteins were similar in cells infected with either wildtype rUd or rUd M2AlaHelix (Fig 
7D). Western blot analysis of pelleted rUd M2AlaHelix virus particles showed no major 
defective in the secretion of virus particles as well as no defect in the incorporation of 
HA, NP, or M1 (Fig 7D). The modest level of attenuation and lack of significant changes 
in structural protein packaging seen with rUd M2AlaHelix was not consistent with what 
was observed in previous reports (30). However, this data is consistent with the data on 
other M2 mutations generated in this region of the protein (Figures 3 and 4), which 
indicate a limited role for membrane proximal amino acids 46-69 of M2 in supporting 
influenza A virus infectious virus production. 
 
Discussion 
 The influenza A virus M2 protein plays a crucial role during several steps of the 
viral life cycle. During virus entry, the ion channel activity of M2 mediates the release of 
vRNPs into the cytoplasm after HA-induced fusion of the viral and cellular membranes. 
Additionally, the M2 cytoplasmic tail is critical for proper incorporation of vRNPs into 
budding particles. The exact mechanism of the incorporation might occur through 
binding of NP and/or M1. Indeed there is support for the latter in that M1 and M2 have 
been shown to interact with each other (3, 19). Two separate M1 binding sites have been 
identified within M2, one within the amino acids 70-77 (3, 19) and another within 
residues 45-69 (19).  
The membrane proximal region consisting of amino acids 46-69 is believed to 
mediate association of M2 with sites of virus budding. This region consists of a 
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palmitoylation site, a cholesterol binding motif, and an amphipathic helix that can insert 
into the lipid bilayer (23, 25, 32, 34, 38). Although palmitoylation was expendable for 
growth in vitro, mutation of the palmitoylated cysteine at residue 50 led to a reduction in 
pathogenesis in mice (10) and was required for the partial raft partitioning of full-length 
M2 in giant plasma membrane vesicles (37). Mutation of the critical residues within the 
cholesterol binding motif caused no effect on in vitro growth but a small reduction of 
morbidity and mortality associated with infection in mice (35). This study sought to 
investigate which residues in the membrane proximal region 46-69 of the M2 protein 
cytoplasmic tail were required for the function of M2 during virus replication. 
 Two distinct recombinant strains of influenza A virus, A/Udorn/72 and 
A/WSN/33, were utilized. rUd is an H3N2 strain that forms both spherical and 
filamentous virus particles while rWSN is an H1N1 mouse-adapted strain that almost 
exclusively forms spherical virus particles (2, 28, 29). While some M2 mutations have 
been shown to be deleterious to virus replication in both virus strains, others have been 
shown to more deleterious in rUd (9, 19). During infection with rUd, less M2 protein is 
expressed in cells and, therefore, less M2 protein is incorporated into virus particles 
compared to infection with rWSN (10, 35).  
 Triple-scanning alanines were made across the residues 46-69 to systematically 
test the necessity of these highly conserved residues for the formation of infectious virus 
particles. Furthermore, two separate faces of the amphipathic helix found in the M2 
protein cytoplasmic tail were also separately mutated to alanines, M2UdAlaCYTO and 
M2UdAlaPORE. All of these M2 mutants were able to complement two strains of 
influenza A viruses lacking functional M2, rUd M2Stop and rWSN M2Stop (Fig 3). 
110 
 
Moreover, recombinant viruses expressing several of these M2 mutants were generated 
and grew to similar peak titers at 48hpi (Fig 4). Taken together, these data show that the 
membrane proximal residues 46-69 of the M2 protein can tolerate significant mutations 
without eliminating the ability of virus to replicate. While none of these mutated M2 
proteins had any major effect on the replication of rUdorn viruses, it is interesting to note 
that two mutations, Ala49-51 and Ala67-69, caused a slight but significant increase in 
replication in rWSN. This demonstrates the importance of assessing M2 mutations in 
different influenza A virus strains. The variable results of these mutations may map to 
other viral proteins, as was demonstrated for virus budding (5) and for infectious virus 
production (9, 19). 
 Analysis of a recent NMR structure revealed that some of the nonpolar residues 
within the amphipathic helix from one monomer interact with residues in the loop 
between the transmembrane domain and the amphipathic helix of another monomer (34). 
L46 was shown to interact with F54 and F48 was shown to interact with both F55 and 
L59. . Interestingly, one of the large hydrophobic residues in each of those pairs is 
mutated in the M2AlaPORE mutant, F54 and F55. Despite disruption of these 
interactions, these mutations did not abrogate the functions of the M2 protein during virus 
replication (Fig 3B and D). However, it is conceivable that mutating these residues from 
phenylalanines to alanines was insufficient to fully disrupt these hydrophobic 
interactions. Additionally, the NMR structure revealed that the charged residues K49, 
R53, H57, K60, and R61 project outward and could interact with the negatively charged 
phospholipids. . The M2AlaCYTO mutant has several of these amino acids altered from 
charged residues to alanines (R53A, H57A, and K60A), yet this mutant retains its ability 
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to complement M2-null viruses (Fig 3B and D) and recombinant viruses expressing it 
show no defect in replication (Fig 4B and D). 
 These data contrast somewhat with a study by Rossman et al., that demonstrated a 
critical role for the membrane proximal, cytoplasmic region of the M2 protein in virus 
budding and membrane scission (30). In that study, while single point mutations at 
positions 47, 48, 51, 52 and 55 did not affect virus assembly and budding, combining all 
those mutations led to a greater than 5 log reduction in infectious virus production and a 
decrease in NP incorporated relative to the other viral proteins (30). These mutations 
abrogated the ability of a peptide corresponding to this region of the M2 protein to induce 
membrane scission in unilamellar vesicles and also reduced the ability of full length M2 
to induce VLPs (31). The significance of this is not completely clear since VLPs are 
formed in the absence of M2 expression (3, 4, 8, 15, 17, 39) and viruses encoding either a 
mutation in the M2 5’ splice site or a nonfunctional M2 both express undetectable levels 
of M2 protein yet produce virus particles with decreased infectivity (6, 9, 13), thus 
demonstrating that M2 is not absolutely necessary for membrane scission of influenza A 
virus particles. We also generated an M2 protein with alanine substitutions at positions 
47, 48, 51, 52, and 55 and demonstrated a 1-2 log decrease in infectious virus production 
from cells expressing M2UdAlaHelix compared to cells expressing wildtype M2 in a 
trans-complementation assay. The defect in infectious virus production was more 
pronounced in infections with rUd M2Stop as compared to rWSN M2Stop. A 
recombinant rUd virus encoding the M2AlaHelix was able to form filaments and had no 
defect in NP incorporation (Fig 7C and D) whereas the same virus reported by Rossman 
et al was unable to form filaments and had a defect in NP incorporation (30). The rUd 
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M2AlaHelix that we generated also showed reduced replication kinetics which were not 
as large (1-2 log reduction at 24 hpi and identical titers at 48 hpi, Fig 7B) as that reported 
by Rossman et al, (~3 logs at 24hpi and ~5 logs at 48hpi) when compared to wildtype 
rUd (30). Although both growth curves were performed at the same 0.001 MOI, the 
amount of infectious virus was measured differently, plaque assay versus TCID50 assay. 
However, titration of stocks of rUd M2AlaHelix by the two assays showed comparable 
titers (data not shown) indicating the method of detecting infectious virus was not 
responsible for the discrepancy in attenuation.  
 This study sought to investigate whether the membrane proximal residues 46-69 
of the M2 protein cytoplasmic tail were required for the function of M2 during virus 
replication. Given the fact that numerous mutations were made in this region of the M2 
protein and in both complementation assays and recombinant viruses these mutations 
caused little, if any, attenuation in virus replication, we conclude that the region is 
tolerable of numerous amino acid substitutions before protein function is compromised. 
Protein structure, rather than individual amino acid identity, may be critical for the 
function of this region of the M2 protein. It will be important to utilize a structural 
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Figure 1. Sequence and structural location of M2 cytoplasmic tail amino acids. A) 
Conservation of residues 46-69 of the M2 protein among H1N1 (virus sequences prior to 
2009) and H3N2 influenza A virus strains. B) Sequence of residues 46-69 of wildtype 
M2 protein and alanine substitutions. The amphipathic helix is highlighted in yellow (34). 
C-E) Structures of M2 proteins (residues 22-62) with mutated amino acids in green. 
Residue 22 appears at the top of the structures on the left. The structures on the right are 
rotated 90⁰ as indicated in order to view the cytosolic face of the M2 tetramer. C) 
M2UdCYTO - Y52, R53, E56, H57, and K60; D) M2UdPORE - I51, F54, and F55; E) 
M2UdHelix - F47, F48, I51, Y52, and F55. Structures were generated using PyMol from 
PDB code 2LOJ. 
 
Figure 2. Expression and oligomerization of mutant M2 proteins. A) MDCK cells 
stably expressing the indicated M2 proteins were analyzed by Western blotting in order 
to determine (A) the overall expression under reducing conditions and (B) the presence of 
disulfide linked oligomers under non-reducing conditions. Monomeric M2 and the cell 
protein loading control, β-actin, are indicated in (A) and monomers, dimers, and 
tetramers of M2 are indicated in (B). 
 
Figure 3. Complementation of M2-deficient viruses by expression of mutant M2 
proteins. MDCK cells stably expressing the indicated M2 protein were infected at an 
MOI of 0.001 with a recombinant influenza A virus that does not encode the full-length 
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M2 protein. The amount of infectious virus at each time point was determined by TCID50 
assay on cells expressing wildtype M2. Complementation of rUd M2Stop virus (A and B) 
or rWSN M2Stop virus (C and D) infectivity on cells expressing the indicated M2 
protein. The mean and standard error of the mean of triplicate samples are graphed from a 
representative experiment. The limit of detection is marked by a horizontal dotted line.  
 
Figure 4. Plaque size and replication kinetics of recombinant viruses expressing 
mutated M2 proteins. (A and C) Plaque diameter of MDCK cells infected with the 
indicated recombinant viruses at 3 days post infection (dpi). The cells were fixed and 
stained with a Naphthol Blue Black solution and individual plaque diameters were 
measured from scanned images using ImageJ. A representative example is shown from 
triplicate experiments. Student t-tests were performed to determine significant differences 
as compared to wild type virus. (B and C) MDCK cells were infected at an MOI of 0.001 
with the indicated recombinant virus. At the indicated hours post infection (hpi), cell 
supernatants were collected and the numbers of infectious virus particles were 
determined by TCID50 assay on M2-expressing cells. The mean and standard error of the 
mean of triplicate samples are graphed from a representative experiment. The limit of 
detection is marked by a horizontal dotted line. 
 
Figure 5. Complementation of a recombinant virus expressing M2Ala67-79. (A-C) 
MDCK (A), M2Ud-expressing (B), and M2UdAla67-69-expressing cells (C) were 
infected at an MOI of 0.001 with the indicated recombinant virus. At the indicated hpi, 
cell supernatants were collected and the numbers of infectious virus particles were 
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determined by TCID50 assay on cells expressing wildtype M2. The mean and the standard 
error of the mean of triplicate samples are graphed from a representative experiment. The 
limit of detection is marked by a horizontal dotted line. (D) MDCK cells were infected at 
an MOI of 0.5 with the indicated recombinant virus. At 16hpi, expression of M2 and the 
cell protein loading control, β-actin, were compared in cell lysates by Western blot. 
 
Figure 6. Expression and function of M2UdAlaHelix protein. Western blot analysis of 
MDCK cells stably expressing either wildtype M2Ud or M2UdAlaHelix. (A) The total 
expression of M2 protein under reducing conditions and (B) the presence of disulfide 
linked oligomers under non-reducing conditions. Monomeric M2 and the cell protein 
loading control, β-actin, are indicated in (A) and monomers, dimers, and tetramers of M2 
are indicated in (B). (C and D) MDCK cells stably expressing the indicated M2 protein 
were infected with the indicated recombinant virus that does not encode the full-length 
M2 protein at an MOI of 0.001. The amount of infectious virus at each time point was 
determined by TCID50 assay on cells expressing wildtype M2. The mean and standard 
error of the mean of triplicate samples are graphed from a representative experiment. The 
limit of detection is marked by a horizontal dotted line. 
 
Figure 7. Characterization of a recombinant virus expressing M2AlaHelix. (A) 
Plaque diameter of MDCK cells infected with recombinant viruses expressing either 
wildtype M2 or M2AlaHelix at 3dpi. The individual and average diameters of plaques 
were determined. A representative example is shown from triplicate experiments. (B) 
MDCK cells were infected at an MOI of 0.001 with the indicated viruses. At the 
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indicated hpi, cell supernatants were collected and the numbers of infectious virus 
particles were determined by TCID50 assay on M2-expressing cells. The mean and 
standard error of the mean of triplicate samples are graphed from a representative 
experiment. The limit of detection is marked by a horizontal dotted line. (C) MDCK 
cells, infected with 500,000 TCID50 of indicated virus, were stained for 
immunofluorescence at 15hpi and visualized by microscopy. The percent and average 
percent of infected cells showing filaments were determined from 20 non-overlapping 
images taken with an epifluorescence microscope. One representative experiment is 
shown.  (D) MDCK cells were infected at an MOI of 5 with the indicated viruses. At 
12hpi, supernatants were collected and virus particles were concentrated by 
ultracentrifugation through 35% sucrose in PBS, resuspended in PBS, and equal volumes 
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Figure 4. Plaque size and replication kinetics of recombinant viruses expressing 
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The influenza C virus CM2 protein can alter intracellular pH and its 
transmembrane domain can substitute for that of the influenza A virus M2 protein 
and support infectious virus production 
 
 
This chapter is reprinted here essentially as published. 
 
Shaun M. Stewart and Andrew Pekosz. 




 The influenza C virus CM2 protein and a chimeric influenza A virus M2 protein 
(MCM) containing the CM2 transmembrane domain were assessed for their ability to 
functionally replace the M2 protein. While all three proteins could alter cytosolic pH to 
varying degrees when expressed from cDNA, only M2 and MCM could at least partially 
restore infectious virus production to M2-deficient influenza A viruses. The data suggest 
that while the CM2 ion channel activity is similar to that of M2, sequences in the 







 The influenza A virus M2 protein is a homotetrameric, type III integral membrane 
protein that functions at several stages of the viral life cycle (24). The proton-selective 
ion channel activity of M2 (4, 18) mediates the release of viral ribonucleoprotein 
complexes (vRNPs) from matrix (M1) and viral membranes, allowing migration of 
vRNPs to the nucleus (9, 15, 23) and also raises the pH of the exocytic pathway, thereby 
preventing premature low pH-induced conformational changes in hemagglutinin (HA) (5, 
26). The cytoplasmic tail of M2 is also required for efficient genome packaging into 
budding virus particles (8, 16, 17). M2 has also been proposed to be mediate membrane 
scission, however, in the absence of M2, infected and transfected cells release virus 
particles and virus like particles, respectively (2, 3, 8, 14, 25). 
 The influenza C virus CM2 protein is an integral membrane protein generated 
after proteolytic cleavage of an internal signal peptide of the p42 protein (10, 13, 22). 
CM2 forms disulfide-linked homotetramers (12, 21) and has been shown to conduct Cl- 
ions (11) or perhaps protons (19). CM2 has been shown to be involved in the release of 
vRNPs during virus uncoating and in packaging of vRNPs during virus assembly (7). 
CM2 is also able to raise the pH of the exocytic pathway; however, the role of this 
activity during influenza C virus replication is currently unclear (1). This study sought to 
investigate whether full length CM2 or a chimeric M2 protein containing the CM2 
transmembrane domain could functionally substitute for the influenza A virus M2 
protein.  
CM2, normally generated from proteolytic cleavage from p42, can be expressed 
efficiently from cDNA using the vaccinia virus-bacteriophage T7 polymerase expression 
system (21) but expression levels are low from plasmids that rely on host cell 
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transcription machinery. Efficient plasmid-based expression of CM2 was achieved by 
deleting the p42 internal signal peptide from the expression plasmid (20), most likely 
because of the elimination of a mRNA splice donor site present in the RNA 
corresponding to the signal peptide. The glycosylation site was eliminated by mutating 
Thr at residue 37 to Ala and epitope tags for the antibodies 3F10 (anti-hemagglutinin 
epitope) and 14C2 (anti-M2 epitope) were added at the carboxy-terminus in order to 
facilitate detection of the protein (Fig 1A). In order to determine if the ion channel 
activity of CM2 can substitute for that of M2, a construct was generated with the 
extracellular and cytplasmic tail of M2 and the TM of CM2 (MCM), Fig 1A. 
 Because some reports show that M2 and CM2 have differential ion channel 
activity yet both are able to raise the pH of the secretory pathway (1, 5, 6, 11, 19), the ion 
channel activity of the two proteins was compared in an assay that measures pH-
dependent changes in eYFP fluorescence (8). Whereas low-pH treatment of 293T cells 
co-transfected with eYFP and an empty vector yielded no change in mean fluorescence 
intensity (MFI) over time, low-pH treatment of cells co-transfected with eYFP and M2 
from A/Udorn/72 (M2Ud) resulted in ~40% decrease in MFI (Fig 1B-C). Low-pH 
treatment of cells co-transfected with eYFP and CM2 only resulted in ~25% decrease in 
MFI (Fig 1D), indicating the CM2 protein was able to modulate the cytoplasmic pH of 
transfected cells but not to the same extent as the M2 protein. The MCM protein induced 
a reduction in eYFP fluorescence which resembled that of CM2 (Fig 1E), suggesting that 
substitution of the CM2 TM for that of M2 conferred ion channel activity that resembled 
that of CM2. The level of expression of M2, CM2 and MCM in transfected 293T cells 
was comparable (Fig 1C- E), indicating that the decreased pH changes induced by CM2 
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and MCM compared to M2 were not attributable to differential protein levels but most 
likely reflected altered ion channel activity.  
 In order to determine if CM2 and MCM were able to complement a M2-null 
influenza A virus, clonal MDCK cell lines stably-expressing the proteins were generated. 
Total expression of CM2 and MCM are shown relative to cell lines expressing M2Ud or 
M2 from A/WSN/33 with a mutation conveying amantadine resistance (M2WSN N31S) 
(Fig 2A) (27, 28). The expression level of MCM was similar to that of M2, while the 
CM2 protein expression level was only 2% of the levels of M2. However, even trace 
amounts of M2 protein can functionally complement an M2-null influenza A virus (17) 
so the levels of CM2 expression are expected to be sufficient for the complementation 
assay. MCM was able to form disulfide-linked oligomers, similar to the M2 and CM2 
proteins (Fig 2B). In order to determine if constitutive expression of CM2 or MCM 
prevented replication of influenza A virus, recombinant A/Udorn/72 (H3N2, rUd) and 
recombinant A/WSN/33 (H1N1, rWSN) were titered on the cell lines (Fig 2C). Both rUd 
and rWSN had similar titers on all cell lines tested, suggesting that expression of CM2 or 
MCM does not inhibit influenza A virus infection. To assess the ability of CM2 and 
MCM to substitute for M2, the recombinant M2-null viruses rUd M2Stop & rWSN 
M2Stop (8, 27) were titered on the cell lines (Fig 2C). Both rUd M2Stop and rWSN 
M2Stop showed decreased titers on CM2-expressing cells compared to M2-expressing 
cells, indicating CM2 cannot functionally replace M2. When comparing MCM to M2-
expressing cells, rUd M2Stop had similar titers while rWSN M2Stop showed a decrease 
in titer, demonstrating that the MCM protein can complement rUd M2Stop but not rWSN 
M2Stop, which suggests that the CM2 ion channel activity can functionally substitute for 
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that of M2 in some influenza A virus strains. However, given the low level of CM2 
expression, it remains to be determined if overexpression of the CM2 protein to levels 
much higher than those needed for M2 complementation, can partially complement an 
M2-null influenza virus. 
 The ability of MCM to substitute for M2 was also tested in multi-step growth 
curves (Fig 2D-E). Neither rUd M2Stop nor rWSN M2Stop were able to grow in CM2-
expressing cells despite the fact that the level of CM2 expression was higher than that 
needed to complement these viruses with M2 protein (8, 16, 17). MCM-expressing cells 
did support growth of both viruses, but the growth of rWSN M2Stop was more attenuated 
than rUd M2Stop. Since CM2 expression could not complement while MCM expression 
could partially complement two different M2-null viruses, we conclude that that the ion 
channel activity of CM2 can replace that of M2; however, the ectodomain and/or the 
cytoplasmic tail of M2 are required during influenza A virus replication. 
 M2 mutations that cause strain specific defects in growth of either rUd or rWSN 
have previously mapped to the M1 protein (2, 8, 16). The ability of MCM expression to 
complement rUd M-WSN M2Stop (expressing 7 segments from Ud, M1 from WSN, and 
no M2) growth was comparable to its ability to complement rUd M2Stop (Fig 2D&F). 
Likewise, the ability of MCM expression to complement rWSN M-Ud M2Stop 
(expressing 7 segments from WSN, M1 from Ud, and no M2) growth was comparable to 
its ability to complement rWSN M2Stop (Fig 2E&G). Together, these data indicate that 
the decreased ability of MCM to complement rWSN M2Stop maps to viral sequences 
outside of the M1 protein. 
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 The inability of CM2 to complement M2-null viruses could be  due to a defect in 
particle budding. Virus particles from high MOI infections were concentrated by 
ultracentrifugation through 35% sucrose and analyzed by Western blot and TCID50 assay 
(Fig 3). As previously published, rUd M2Stop virus particles from MDCK cells are 
released but are defective in the incorporation of full length NP (NPa) and have lower 
infectious virus titers relative to total HA  (Fig 3A-C) (8). rWSN M2Stop virus particles 
grown on MDCK cells also have decreased titer relative to total HA but increased release 
and cleavage of HA  (Fig 3D-E). Both M2-null viruses grown on CM2-expressing cells 
showed similar phenotypes compared to those grown on MDCK cells (Fig 3). However, 
rUd M2Stop virus particles grown on MCM-expressing cells incorporated MCM and did 
not show the decreased incorporation of NPa observed in virus particles isolated from 
MDCK and CM2-expressing cells (Fig 3A-C). rWSN M2Stop virus particles grown on 
MCM-expressing cells also had similar structural protein incorporation compared to 
particles from M2-expressing cells. The ratio of titer to HA (a measure of the infectivity 
of the particles) of viruses grown on MCM-expressing cells was intermediate of that from 
those grown on MDCK or CM2-expressing cells versus M2-expressing cells (Fig 3C&E). 
Taken together this data demonstrates that expression of MCM, but not CM2, is able to 
complement the defect of NPa incorporation present in viruses grown on MDCK cells but 
that the particles from MCM-expressing cells still have a defect in infectivity which is 
more apparent in rWSN M2Stop versus rUd M2Stop.  
 Negative stain electron microscopy was performed on the purified rUd M2Stop 
virus particles in order to assess any morphological differences in virus particles grown 
on the various cell lines. rUd M2Stop particles grown on MDCK or CM2-expressing 
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cells had a smaller average diameter and higher particle/TCID50 ratios than those grown 
on M2-expressing cells (Fig 4). Virus particles isolated from MCM-expressing cells were 
of similar size to those grown on M2-expressing cells, but had slightly higher 
particle/TCID50 ratios (Fig 4F). All cell lines produced comparable numbers of particles 
(Fig. 4F). These data indicate that the infectivity of the virus particles correlated with the 
size of the particles, and that MCM, but not CM2, could partially complement the rUd 
M2stop virus.  
These studies suggest that influenza A virus produced in the absence of M2 or in 
the presence of CM2 has a defect in the incorporation of NPa (and most likely, vRNA), 
smaller particles, an increased ratio of total to infectious particles, and absence of growth 
in multi-step growth curves. The level of CM2 expression was higher than the level of 
M2 expression needed for complementation, however we cannot rule out the fact that 
higher levels of CM2 expression might lead to some degree of complementation or that 
the addition of C-terminal epitope tags may be interfering with CM2 protein function. 
Virus particles produced in the presence of MCM incorporate a normal level of NPa and 
are of normal size but have a slightly reduced infectivity. We hypothesize that the defect 
in infectivity of virus particles grown on MCM-expressing cells is due to the differential 
ion channel activity of the MCM protein versus the M2 protein. The ion channel activity 
(Fig 1) shows that MCM does not lower the pH of the cytoplasm as efficiently as M2, 
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Figure 1. Schematic and ion channel activity of M2, CM2, and MCM. A) Schematic 
of the ectodomain (Ecto), transmembrane domain (TM), and cytoplasmic tail (Cyto) of 
wildtype M2, CM2, and MCM. Amino acid numbers are indicated. Sequences recognized 
by the HA (black box) and M2 (hatched box) antibodies are also shown. B-E) The ability 
of M2, CM2, and MCM to conduct ions was indirectly measured using the pH-sensitive 
fluorescent protein eYFP. 293T cells were transiently transfected with plasmids encoding 
eYFP and either an empty pCAGGS expression plasmid or a pCAGGS plasmid 
expressing the indicated protein. The next day, cells were detached and resuspended in 
media at either pH 7.4 or pH 5.8 and analyzed by flow cytometry. The mean fluorescence 
intensity (MFI) of 10,000 cells was determined every 15 sec. The change in MFI versus 
time is plotted from a representative experiment performed at least twice. Solid lines 
represent curve fits to one phase exponential decay models and dotted lines represent no 
change in MFI. The expression levels of M2, CM2, and MCM in eYFP positive cells was 
determined by flow cytometry using the 14C2 antibody and a goat anti-mouse antibody 
conjugated to AlexaFluor 647. The MFI and standard deviation are presented in each 
panel.  
 
Figure 2. Expression, oligomerization, and complementation ability of M2, CM2, 
and MCM. A and B) MDCK cells or MDCK cells stably expressing the indicated 
proteins were analyzed by Western blotting in order to determine (A) the total expression 
under reducing conditions and (B) the presence of disulfide linked oligomers under non-
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reducing conditions. Antibodies were α-M2 MAb 14C2 (1:500), α-β-actin MAb 
(1:10,000, Abcam AC-15), and goat α-mouse IgG conjugated to AlexaFluor 647 (1:500, 
Invitrogen). Monomeric proteins and the cell protein loading control, β-actin, are 
indicated in (A) and monomers, dimers, and tetramers are indicated in (B). Relative 
expression levels of M2, CM2, and MCM, normalized to M2WSN N31S, are listed 
below the corresponding lane. C) Titers of the indicated recombinant virus were 
determined by TCID50 assay on MDCK cells or MDCK cells stably expressing the 
indicated protein. The mean and the standard error of the mean are graphed from two 
independent experiments. D-G) MDCK cells or MDCK cells stably expressing the 
indicated protein were infected at an MOI of 0.001 with the indicated recombinant 
influenza A viruses. The amount of infectious virus at each time point was determined by 
TCID50 assay on cells expressing wildtype M2. The mean and the standard error of the 
mean are graphed. The limit of detection is marked by a horizontal dotted line. Infectious 
virus production from 24-72 hr was analyzed using mixed ANOVAs with time and virus 
as independent variables using Prism 4.0. Statistical differences between viruses grown 
on M2-expressing cells and MCM-expressing cells are indicated, ***p<0.001. 
 
Figure 3. Analysis of structural proteins incorporated into M2-null viruses. rUd 
M2Stop (A-C) or rWSN M2Stop (D-E) virus particles grown on the indicated cell lines 
were concentrated by ultracentrifugation through 35% sucrose in PBS, resuspended in 
PBS, and analyzed by Western blotting under reducing conditions and by TCID50 assay 
on wildtype M2-expressing cells expressing. A and D) Incorporation of various structural 
proteins into M2-null viruses are indicated from images scanned using an FLA-5000. B) 
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The relative amount of NPa incorporated into rUd M2Stop virus particles was quantified 
from Western blots and is indicated as a ratio to total HA0. C and E) The relative titer of 
each sample is indicated as a ratio of the titer versus total HA0, as determined by Western 
blot analysis. The mean and the standard error of the mean are graphed from at least two 
independent experiments and the Western blots represent one of the quantified replicates. 
 
Figure 4. Morphology of M2-null virus grown on cell lines expressing M2, CM2, or 
MCM. rUd M2Stop virus particles grown on MDCK cells or MDCK cells stably 
expressing the indicated protein were concentrated through PBS containing 35% sucrose 
as in Fig 3. Samples were mixed 1:1 with a 1:500 dilution of 100nm Nanosphere beads 
(Thermo Scientific). 2uL was allowed to dry onto a 400 mesh carbon and parlodion 
coated copper grid, negatively stained with filtered 1% aqueous phosphotungstic acid pH 
7.0, and blot dried with filter paper. Samples were viewed on a Hitachi H-7600 TEM 
operating at 80 kV and digitally captured with an AMT CCD at 1k x 1k resolution. A-E) 
Representative electron micrographs of virus particles grown on various cell lines, 
including the average and standard deviation of the particle diameter as measured on the 
longest axis (n≥17). Scale bar represents 100nm. F) The total particles (determined from 
the known concentration of Nanosphere beads (29)) and the ratio of total particles to 
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MFI = 376.2 ± 87.5
MFI = 452.9 ± 79.8
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Conclusions and Future Directions 
 





 The highly conserved type III integral membrane protein M2 consists of 97 amino 
acids and forms disulfide-linked tetramers which have a pH-gated, proton-selective ion 
channel activity (10, 32, 35). M2 is required during virus entry, where it translocates 
protons into the virion interior which allows for the dissociation of viral 
ribonucleoprotein complexes (vRNPs) from the site of virus-cell membrane fusion, 
thereby allowing nuclear transport of the vRNPs (18, 28, 34). M2 is also required during 
virus assembly where it is important for proper incorporation of vRNPs into budding 
virus particles (7, 16, 21, 29, 30). 
M2 contains several domains, an N-terminal ectodomain, a transmembrane 
domain, and a C-terminal cytoplasmic tail. The cytoplasmic tail can be divided into two 
regions based upon deletion mutants and function mapping, the membrane proximal 
region, residues 46-69, and the membrane distal region, residues 70-97 (Fig 1). The 
membrane distal region has been studied extensively and is required for proper budding 
and vRNP incorporation (7, 16, 21, 29, 30). However, much less is known about the role 
of the membrane proximal region in virus replication. The NMR structure of the 
transmembrane domain and most of membrane proximal region (residues 22-62) was 
recently determined by two groups (38, 40). These structures confirm that residues 48-58 
form an amphipathic helix. This amphipathic helix also seems to stabilize the tetrameric 
structure of M2, particularly at low pH when the ion channel is open. 
The primary aim of this thesis was to determine the role of the membrane 
proximal region of the M2 cytoplasmic tail in M2 incorporation and virus replication. 
Several potential methods of M2 incorporation were previously suggested that 
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encompassed the membrane proximal region including cholesterol binding (39) and 
interactions with M1 (7, 29). I attempted unsuccessfully to co-immunoprecipate 
cholesterol and full length M2 transiently expressed from cDNA. Later, others showed 
that cholesterol could only be pulled down by anti-M2 immunoprecipitations from 
cellular extracts in context of virus infection, ie the co-expression of other viral proteins 
(36). Since this cholesterol co-immunoprecipitation requires other viral proteins, some of 
which, HA and NA, are located at sites enriched in cholesterol, and M2, NA, and HA all 
get incorporated into virus particles, it is probable that this cholesterol co-
immunoprecipitation may be mediated by indirect interactions with other viral proteins. 
Indeed, I found that the cholesterol binding motif in M2 is not required for M2 
incorporation or virus replication in tissue culture in either a trans-complementation 
system or in recombinant viruses expressing mutant M2 proteins (43). Alteration of the 
cholesterol binding motif did modestly attenuated the morbidity and mortality induced by 
recombinant virus in mice, suggesting that this region may be a virulence factor (43). 
I also studied the other hypothesis, that interactions between M1 and M2 drive the 
incorporation of M2. Two M1 binding sites within the M2 cytoplasmic tail have been 
previously mapped, one in the membrane proximal region and another in the membrane 
distal region (29, 30). Deletion or mutation of amino acids in the membrane distal region 
lead to decreased vRNA incorporation but do not affect M1 or M2 incorporation (7, 16, 
29, 30). I used scanning and directed alanine mutagenesis in trans-complementation 
assays and recombinant viruses to determine if the membrane proximal region of M2 was 
important for M2 incorporation and virus replication. I determined that this region can 
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sustain numerous linear and structure based mutations with little, if any, effect on virus 
replication and M2 incorporation (42).  
 My last aim started as an attempt to use chimeric proteins between influenza A 
virus M2 and an M2 homolog in influenza C virus, CM2, to determine which regions of 
M2 were most important for M2 function, incorporation, and virus replication. 
Unfortunately, several of the chimeric constructs were not expressed at the cell surface 
correctly, possibly due to differences in the normal way in which M2 and CM2 undergo 
membrane insertion during translation. This issue prevented a complete analysis of which 
domains of M2 were necessary and sufficient for M2 incorporation and virus replication. 
However, one construct, an M2 chimera expressing the CM2 transmembrane domain 
(MCM), was expressed properly and utilized, along with M2 and CM2, in order to 
compare the ion channel function and the ability of the transmembrane of CM2 to replace 
that of M2 during virus infection. I determined that CM2 and MCM both had similar 
abilities to alter the cytosolic pH when expressed at the cell surface, but that only MCM 
was able to rescue the infectivity of an M2-null virus (41). This further confirmed that 
residues in the ectodomain and cytoplasmic tail of M2 are important in the assembly of 
infectious influenza A virus. This also demonstrated for the first time that the ion channel 
activity of CM2, although different from M2, is sufficient to induce the release of 
influenza A vRNPs during virus entry. 
 
Current Budding Model 
 Combining the data presented in this thesis along with other recently published 
data, I propose the following model for virus budding (Fig 2). After viral transcription 
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and translation, the major structural proteins and vRNPs traffic to the plasma membrane. 
The glycoproteins HA and NA traffic with detergent-resistant membrane microdomains 
to the cell surface (11, 26, 47). At early times after infection, M2 has a more random 
distribution across the cell surface than HA and NA, does not co-localize in one 
dimension with HA in immunogold labeled thin-section electron micrographs (TEM), 
and is susceptible to cold detergent extraction  (26, 39, 47). However, at later times after 
infection, M2 is seen to co-localize two-dimensionally with HA in immunogold labeled 
electron micrographs of planar sheets of plasma membrane (7). This suggests that as viral 
proteins begin to accumulate at the cell surface late during infection, M2 and HA begin to 
localize to similar regions despite remaining in unique microdomains of the plasma 
membrane (Fig 2A). 
Some evidence suggests that Rab11, a small GTP-binding protein involved in 
trafficking of non-raft proteins to the apical recycling endosome (ARE) en route to the 
plasma membrane, is required for M2 but not HA trafficking to the plasma membrane 
(11, 37). M2 has been shown previously to be important for vRNP incorporation (7, 16, 
29, 30) and my studies show that in the absence of M2, budded virus particles are indeed 
smaller, probably reflecting a defect in vRNP incorporation (41). I propose that M2 and 
vRNPs directly interact while in transport to or after M2 arrives at the plasma membrane. 
Like M2 trafficking, correct trafficking of vRNPs also require Rab11 (2, 12, 31). This 
suggests, but does not definitely prove, that M2 and vRNPs interact at the ARE during 
transport and arrive at the plasma membrane together. Either way, interaction and 
localization together at the plasma membrane (Fig 2B) may occur before, after, or at the 
same time as M1 begins to bind to the membrane (Fig 2C) and oligomerize (Fig 2D). 
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 M1 has the inherent ability to bind membranes, oligomerize, and induce particle 
formation in the absence of the other viral proteins (15, 17, 22, 46). However, studies also 
show that M1 interacts with the HA and NA cytoplasmic tails and that this interaction 
directs M1 to detergent-resistant membrane microdomains, where HA and NA are 
enriched (1). Therefore, this proposed budding model emphasizes that these interactions 
between M1 and the glycoproteins may assist M1 oligomerization and increase viral 
budding (Fig 2D). 
 TEM and cryo-electron microscopy (cryo-EM) reveal that in filamentous 
influenza virus particles, the vRNPs are located at the distal end of the budding particles 
(6, 33). Given that M2 is important in vRNP incorporation and that vRNPs, when 
incorporated, are located at the distal end of particles, I propose that M2 interacting with 
vRNPs at the plasma membrane becomes the seed with which M1 interacts to drive 
budding (Fig 2E-F). However, in the absence of M2, virus particles are still produced 
demonstrating M2 is not required for budding (9, 16, 20, 41), and in the presence of M2, 
empty particles are formed in addition to infectious particles (33). Together these data 
suggest that either some particles are seeded by M2 which do not have bound vRNPs or, 
even when M2 is present, M1 induces some particles to form without the M2/vRNP seed. 
These particles, without vRNPs would be non-infectious and be in agreement with why 
few particles are detected that do not contain a partial complement of eight vRNPs (33). 
M1 forms a helical lattice around the vRNPs just inside the viral membrane and the 
cytoplasmic tails of HA, NA, and M2 protrude through holes in this lattice given the 
glycoproteins regular order on the surface of the virus (6). 
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 This model does not address how particles undergo membrane scission and are 
released. There is little data on cellular factors that might be involved in this step. M2 and 
a peptide corresponding to the M2 amphipathic helix, have been shown to induce 
membrane curvature and scission in unilamellar vesicles and were suggested to mediate 
membrane scission and virion release (37). However, virus-like particles (VLPs) (7, 8, 
15, 24, 25, 44) and virions (9, 16, 20) can be released in the absence of M2. Perhaps, like 
respiratory syncytial virus (RSV), influenza membrane scission is mediated by cellular 
factors which bind Rab11 (5, 45). 
 
Future Directions 
 These studies provide evidence that the cholesterol binding motif is not important 
during replication in tissue culture but partially modulates pathogenesis in mice. 
Determining why viruses with an alteration of this motif are attenuated in mice will be 
important. Perhaps cholesterol binding by M2 can act to sequester cholesterol thereby 
modulating normal cellular functions. However, the fact that the type of cholesterol 
binding motif found in M2 is generally not one identified as cholesterol sequestering 
argues against this hypothesis. Nonetheless, it should be evaluated by comparing the 
effect of cholesterol metabolism in cells expressing either wildtype M2 or the cholesterol 
binding motif mutant. It would also be interesting to study the effect of cholesterol levels 
on virus replication; however, cholesterol depletion has been shown to have multiple 
non-M2 associated affects on influenza virus replication including disruption of HA and 
NA containing membrane microdomains, increased particle budding, and decreased 
particle stability (3). 
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Given that cholesterol can only be immunoprecipitated in the presence of the 
expression of the other viral proteins (36), it is also possible that the role of this region as 
a virulence factor is not related to cholesterol binding. Indeed the first 60 amino acids of 
M2, which include the cholesterol binding motif, are able to bind Beclin-1 and inhibit the 
maturation of autophagosomes (14). Inhibition of this pathway by HIV blocks autophagy 
mediated virion degradation and could also do so for influenza A virus (23). As such, it 
should be determined if mutation of the residues in the cholesterol binding motif prevents 
the inhibition of autophagosome maturation. 
Although the alanine mutagenesis of the membrane proximal region showed, little 
or no effect on replication of virus, it will be interesting to see if these mutants, like the 
virus expressing the cholesterol binding mutant, are attenuated in mice. If some are 
attenuated and others are not, it would serve to further define the region of M2 that may 
be a virulence factor in mice. Along with morbidity and mortality, the levels of viral 
replication and virus-induced cytokine production should be determined since both are 
associated with severe influenza pathogenesis. 
 Experiments also showed that a recombinant rUd (H3N2) influenza virus (rUd 
M2AlaHelix) expressing five alanine substitutions in the membrane proximal region of 
M2, at residues F47, F48, I51, Y52, and F55, grew to lower infectious titers at 24hpi but 
produced similar levels of infectious virus at 48hpi compared to wildtype (42). 
Furthermore, there was no apparent defect in incorporation of HA, M1, or NP in this 
virus. These findings differed from a similar recombinant virus previously published that 
produced 4-5 logs less infectious virus at all times hpi tested and had decreased 
incorporation of NP (36). In order to confirm the results of the recombinant virus, I also 
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used a trans-complementation system to test the requirement of these five amino acids on 
virus replication. Although complementation of M2-null viruses with the expression of 
this mutant did decrease production of infectious virus at all times hpi, it was only 
decreased by ~1-2 logs (42). These findings together contradict the suggestion that these 
five amino acids are required in tissue culture as reported (36). It will be important to test, 
side-by-side, the rUd M2AlaHelix generated previously with the one described here in 
order to reconcile their phenotypic differences. 
 All mutations to date in the M2 amphipathic helix have focused on maintaining 
the structure of the helix while altering the identities of individual amino acids or altering 
charge faces. It would be beneficial in future studies to either make mutations that are 
predicted to interrupt the helical structure, perhaps by inserting prolines and/or glycines, 
or to insert a sequence between the transmembrane and amphipathic helix that is unable 
to form a helix. 
 Another finding in this dissertation that should be followed up relates to the ion 
channel activity of CM2. It has previously been suggested that CM2 is not required to 
pump ions inside the uncoating virion in influenza C virus, like it is in influenza A virus, 
because low pH did not separate M1 from vRNPs (48). However, two lines of evidence 
suggest that a low pH burst may in fact also be required for influenza C virus. First, CM2 
has ion channel activity and can result in lowered pH (4, 19, 41). Second, similar to M2, 
CM2 is required for nuclear migration of vRNPs during virus uncoating (13). In light of 
the data presented in this thesis, I hypothesize that for influenza C virus low pH is 
required to separate M1/vRNPs from membranes but not each other. Alternatively, since 
CM2 may be able pump chloride ions (19), the separation of M1/vRNPs might occur at 
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different relative salt concentrations compared to influenza A virus M1/vRNPs. Future 
work should reevaluate the ability of low pH to separate influenza C virus M1/vRNPs 
from membranes and M1 from vRNPs at various pH levels and salt concentrations. 
Related to the ability of CM2 to lower cytosolic pH, it was interesting that 
expression of MCM but not CM2 was able to complement M2-null viruses in a strain 
specific manner. MCM complemented rUd strains better than rWSN (H1N1) M2-null 
strains and this phenotype did not map to M1 as have so many other strain specific effects 
of M2 have in the past (7, 16, 29). One hypothesis about why MCM is able to 
complement rUd strains better than rWSN strains of influenza is that the M2-mediated 
release of vRNPs during entry requires different pH in the two strains. This is in 
agreement with the findings that M2 incorporation is much lower in wildtype rUd 
compared to rWSN and that MCM has decreased abilities to alter pH compared to M2 
(41). It will be important to test this hypothesis by purifying M1/vRNP complexes from 
either cells or virus particles and determine the pH that is required for separation of M1 
and vRNPs from both strains of viruses, as has been done previously to compare other 
influenza reassortants (27). 
 
Implications 
 The M2 protein is required for virus entry and assembly. First generation 
adamantane pharmaceuticals, amantadine and rimantadine, have been available for a 
number of years and work by blocking the ion channel activity of M2. However, 
resistance to these drugs easily arises and most circulating H3N2 strains are already 
resistant to both drugs. Mutations that convey resistance to adamantanes so readily 
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appear in the population probably due to several reasons. One, M2 is required for virus 
replication. Two, very high levels of drug are required in vitro in order to completely 
block ion channel activity and are potentially not achievable in vivo. Lastly, different 
strains may require more or less M2 ion channel activity for replication. Together this 
suggests that M2 is a great drug target but that better drugs must be discovered. Many 
resources are being invested in optimizing adamantanes, but little to date has provided 
promise. This thesis increases our knowledge of M2 and suggests that new drugs should 






Figure 1. Schematic of functional domains of M2. M2 contains three domains, an N-
terminal ectodomain, a transmembrane domain, and a C-terminal cytoplasmic tail. The 
cytoplasmic tail can be artificially divided into two parts based upon function. The 
membrane distal region includes residues 70-97 and has been shown to be important for 
virus budding and vRNP incorporation. The membrane proximal region also contains 
several important functions and was further studied in this thesis. The schematic shows 
an image of the crystal structure of residues 22-62 (PDB 2LOJ) generated with PyMol 
along with lines representing the ectodomain and remainder of the cytoplasmic tail 
(residues 63-97). Extra is the extracellular space, PM is the plasma membrane, and Cyto 
is the cytosol. 
 
Figure 2. Model of infectious influenza A virus assembly. A) After viral transcription 
and translation, the major structural proteins and viral ribonucleoprotein complexes 
(vRNP) accumulate at the plasma membrane. The glycoproteins HA and NA traffic to 
similar membrane microdomains (purple), which resemble lipid rafts. M2 has a more 
random distribution across the cell surface and does not accumulate in HA and NA-
containing microdomains (grey). B) M2, which is known to interact with vRNPs, may do 
so at this time. C) M1 has the inherent ability to bind the inner leaflet of the plasma 
membrane. D) M1, either already bound to the membrane or from a cytoplasmic pool, 
binds the cytoplasmic tails of HA and NA and undergoes oligomerization. The order of 
B-D may be different or the steps may occur simultaneously. E) M1 interacts with M2 
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and initiates membrane curvature and viral budding around the vRNPs. In the absence of 
M2, M1 still induces budding, but vRNP incorporation is impaired. F) After budding is 
initiated, M2 and the vRNPs are located at the distal end of filamentous particles. M1-M1 
interactions direct the continued growth of virus particles by the aggregation and 
incorporation of HA and NA-containing microdomains. At some point, unknown cellular 
factors are probably recruited to the bud and induce membrane scission, releasing the 
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